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NOVEL NUCLEIC ACIDS AND POLYPEPTIDES 

1. CROSS REFERENCE TO RELATED APPLICATIONS 

This application claims the priority benefit of U.S. Provisional Application Serial No. 
5 60/416,186 filed October 2, 2002 entitled "Novel Nucleic Acids and Polypeptides" , which 
contains material previously disclosed in the following applications: U.S. Application Serial 
No. 10/084,643 filed February 26, 2002 entitled "Novel Nucleic Acids and Polypeptides", 
Attorney Docket No. 21272-502; PCT Application Serial No. PCT/USOO/35017 filed 
December 22, 2000 entitled "Novel Contigs Obtained from Various Libraries", Attorney 

10 Docket No. 784CIP3A/PCT; PCT Application Serial No. PCT/US0 1/02623 filed January 25, 
2001 entitled "Novel Contigs Obtained from Various Libraries", Attorney Docket No. 
785CIP3/PCT; PCT Application Serial No. PCT/US01/03800 filed February 5, 2001 entitled 
"Novel Contigs Obtained from Various Libraries", Attorney Docket No. 787CIP3/PCT; PCT 
Application Serial No. PCT/US0 1/04927 filed February 26, 2001 entitled "Novel Contigs 

1 5 Obtained from Various Libraries", Attorney Docket No. 788CIP3/PCT; PCT Application 
Serial No. PCT/US0 1/04941 filed March 5, 2001 entitled "Novel Contigs Obtained from 
Various Libraries", Attorney Docket No. 789CIP 3/PCT; PCT Application Serial No. 
PCT/US01/08631 filed March 30, 2001 entitled "Novel Contigs Obtained from Various 
Libraries", Attorney Docket No. 790C1P3/PCT; PCT Application Serial No. 

20 PCT/US01/08656 filed April 18, 2001 entitled "Novel Contigs Obtained from Various 
Libraries", Attorney Docket No. 791CIP3/PCT; all of which are incorporated herein by 
reference in their entirety. 

2. BACKGROUND OF THE INVENTION 

2.1 TECHNICAL FIELD 

The present invention provides novel polynucleotides and proteins encoded by such 
polynucleotides, along with uses for these polynucleotides and proteins, for example in 
therapeutic, diagnostic and research methods. 

2.2 BACKGROUND 

Technology aimed at the discovery of protein factors (including e.g., cytokines, such 
as lymphokines, interferons, circulating soluble factors, chemokines, and interleukins) has 
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matured rapidly over the past decade. The now routine hybridization cloning and expression 
cloning techniques clone novel polynucleotides "directiy" in the sense that they rely on 
information directly related to the discovered protein (i.e., partial DNA/amino acid sequence 
of the protein in the case of hybridization cloning; activity of the protein in the case of 

5 expression cloning). More recent "indirect" cloning techniques such as signal sequence 
cloning, which isolates DNA sequences based on the presence of a now well-recognized 
secretory leader sequence motif, as well as various PCR-based or low stringency 
hybridization-based cloning techniques, have advanced the state of the art by making 
available large numbers of DNA/amino acid sequences for proteins that are known to have 

10 biological activity, for example, by virtue of their secreted nature in the case of leader 
sequence cloning, by virtue of their cell or tissue source in the case of PCR-based 
techniques, or by virtue of structural similarity to other genes of known biological activity. 

Identified polynucleotide and polypeptide sequences have numerous applications in, 
for example, diagnostics, forensics, gene mapping; identification of mutations responsible 

1 5 for genetic disorders or other traits, to assess biodiversity, and to produce many other types 
of data and products dependent on DNA and amino acid sequences. 

3. SUMMARY OF THE INVENTION 

The compositions of the present invention include novel isolated polypeptides, novel 
20 isolated polynucleotides encoding such polypeptides, including recombinant DNA molecules, 
cloned genes or degenerate variants thereof; especially naturally occurring variants such as 
allelic variants, antisense polynucleotide molecules, and antibodies that specifically recognize 
one or more epitopes present on such polypeptides, as well as hybridomas producing such 
antibodies. 

25 The compositions of the present invention additionally include vectors, including 

expression vectors, containing the polynucleotides of the invention, cells genetically engineered 
to contain such polynucleotides and cells genetically engineered to express such 
polynucleotides. 

The present invention relates to a collection or library of at least one novel nucleic acid 
30 sequence assembled from expressed sequence tags (ESTs) isolated mainly by sequencing by 
hybridization (SBH), and in some cases, sequences obtained from one or more public 
databases. The invention relates also to the proteins encoded by such polynucleotides, along 
with therapeutic, diagnostic and research utilities for these polynucleotides and proteins. These 
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nucleic acid sequences are designated as SEQ ED NO: 1-684, or 1369-1966 and are provided in 
the Sequence Listing. In the nucleic acids provided in the Sequence Listing, A is adenine; C is 
cytosine; G is guanine; T is thymine; and N is any of the four bases or unknown. In the amino 
acids provided in the Sequence Listing, an asterisk (*) corresponds to the stop codoa 
5 The nucleic acid sequences of the present invention also include, nucleic acid sequences 

that hybridize to the complement of SEQ ID NO: 1-684, or 1369-1966 under stringent 
hybridization conditions; nucleic acid sequences which are allelic variants or species 
homologues of any of the nucleic acid sequences recited above, or nucleic acid sequences that 
encode a peptide comprising a specific domain or truncation of the peptides encoded by SEQ 
10 ID NO: 1-684, or 1369-1 966. A polynucleotide comprising a nucleotide sequence having at 
least 90% identity to an identifying sequence of SEQ ID NO: 1-684, or 1369-1966 or a 
degenerate variant or fragment thereof. The identifying sequence can be 100 base pairs in 
length. 

The nucleic acid sequences of the present invention also include the sequence 

15 information from the nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966. The 

sequence information can be a segment of any one of SEQ ID NO: 1-684, or 1369-1966 that 
uniquely identifies or represents the sequence information of SEQ ID NO: 1-684, or 1369-1966. 

A collection as used in this application can be a collection of only one polynucleotide. 
The collection of sequence information or identifying information of each sequence can be 

20 provided on a nucleic acid array. In one embodiment, segments of sequence information are 
provided on a nucleic acid array to detect the polynucleotide that contains the segment The 
array can be designed to detect full-match or mismatch to the polynucleotide that contains the 
segment The collection can also be provided in a computer-readable format 

This invention also includes the reverse or direct complement of any of the nucleic acid 

25 sequences recited above; cloning or expression vectors containing the nucleic acid sequences; 
and host cells or organisms transformed with these expression vectors. Nucleic acid sequences 
(or their reverse or direct complements) according to the invention have numerous applications 
in a variety of techniques known to those skilled in the art of molecular biology, such as use as 
hybridization probes, use as primers for PGR, use in an array, use in computer-readable media, 

30 use in sequencing full-length genes, use for chromosome and gene mapping, use in the 

recombinant production of protein, and use in the generation of anti-sense DNA or RNA, their 
chemical analogs and the like. 
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In a preferred embodiment, the nucleic acid sequences of SEQ ID NO: 1-684, or 1369- 
1966 or novel segments or parts of the nucleic acids of the invention are used as primers in 
expression assays that are well known in the art In a particularly preferred embodiment, the 
nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966 or novel segments or parts of the 
5 nucleic acids provided herein are used in diagnostics for identifying expressed genes or, as well 
known in the art and exemplified by Volbath et al., Science 258:52-59 (1992), as expressed 
sequence tags for physical mapping of the human genome. 

The isolated polynucleotides of the invention include, but are not limited to, a 
polynucleotide comprising any one of the nucleotide sequences set forth in SEQ ID NO: 1-684, 

10 or 1369-1966; a polynucleotide comprising any of the foil length protein coding sequences of 
SEQ ID NO: 1-684, or 1369-1966; and a polynucleotide comprising any of the nucleotide 
sequences of the mature protein coding sequences of SEQ ID NO: 1-684, or 1369-1 966. The 
polynucleotides of the present invention also include, but are not limited to, a polynucleotide 
that hybridizes under stringent hybridization conditions to (a) the complement of any one of the 

15 nucleotide sequences set forth in SEQ ID NO: 1-684, or 1369-1966; (b) a nucleotide sequence 
encoding any one of the amino acid sequences set forth in SEQ ID NO: 1-684, or 1369-1966; 
(c) a polynucleotide which is an allelic variant of any polynucleotides recited above; (d) a 
polynucleotide which encodes a species homologue (e.g. orthologs) of any of the proteins 
recited above; or (e) a polynucleotide that encodes a polypeptide comprising a specific domain 

20 or truncation of any of the polypeptides comprising an amino acid sequence set forth in SEQ ID 
NO: 685-1368, or 1967-2564, or Tables 3A, 3B, 5, 7, or 8. 

The isolated polypeptides of the invention include, but are not limited to, a polypeptide 
comprising any of the amino acid sequences set forth in die Sequence Listing; or the 
corresponding full length or mature protein. Polypeptides of the invention also include 

25 polypeptides with biological activity that are encoded by (a) any of the polynucleotides having 
a nucleotide sequence set forth in SEQ ID NO: 1-684, or 1369-1966; or (b) polynucleotides that 
hybridize to the complement of the polynucleotides of (a) under stringent hybridization 
conditions. Biologically active variants of any of the polypeptide sequences in the Sequence 
Listing, and "substantial equivalents" thereof (e.g., with at least about 65%, 70%, 75%, 80%, 

30 85%, 90%, 95%, 98% or 99% amino acid sequence identity) that preferably retain biological 
activity are also contemplated. The polypeptides of the invention may be wholly or partially 
chemically synthesized but are preferably produced by recombinant means using the genetically 
engineered cells (e.g. host cells) of the invention. 
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The invention also provides compositions comprising a polypeptide of the invention. 
Polypeptide compositions of the invention may further comprise an acceptable carrier, such 
as a hydrophilic, e.g., phaimaceutically acceptable, carrier. 

The invention also provides host cells transformed or transfected with a 
5 polynucleotide of the invention. 

The invention also relates to methods for producing a polypeptide of the invention 
comprising growing a culture of the host cells of the invention in a suitable culture medium 
under conditions permitting expression of the desired polypeptide, and purifying the 
polypeptide from the culture or from the host cells. Preferred embodiments include those in 
10 which the protein produced by such processes is a mature form of the protein. 

Polynucleotides according to the invention have numerous applications in a variety 
of techniques known to those skilled in the art of molecular biology. These techniques 
include use as hybridization probes, use as oligomers, or primers, for PCR, use for 
chromosome and gene mapping, use in the recombinant production of protein, and use in 
15 generation of anti-sense DNA or RNA, their chemical analogs and the like. For example, 
when the expression of an mRNA is largely restricted to a particular cell or tissue type, 
polynucleotides of the invention can be used as hybridization probes to detect the presence 
of the particular cell or tissue mRNA in a sample using, e.g., in situ hybridization. 

In other exemplary embodiments, the polynucleotides are used in diagnostics as 
20 expressed sequence tags for identifying expressed genes or, as well known in the art and 
exemplified by Vollrath et al., Science 258:52-59 (1992), as expressed sequence tags for 
physical mapping of the human genome. 

The polypeptides according to the invention can be used in a variety of conventional 
procedures and methods that are currently applied to other proteins. For example, a 
25 polypeptide of the invention can be used to generate an antibody that specifically binds the 
polypeptide. Such antibodies, particularly monoclonal antibodies, are useful for detecting or 
quantitating the polypeptide in tissue. The polypeptides of the invention can also be used as 
molecular weight markers, and as a food supplement 

Methods are also provided for preventing, treating, or ameliorating a medical 
30 condition which comprises the step of administering to a mammalian subject a 

therapeutically effective amount of a composition comprising a polypeptide of the present 
invention and a pharmaceutically acceptable carrier. 
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In particular, the polypeptides and polynucleotides of the invention can be utilized, 
for example, in methods for the prevention and/or treatment of disorders involving aberrant 
protein expression or biological activity. 

The present invention further relates to methods for detecting the presence of the 
5 polynucleotides or polypeptides of the invention in a sample. Such methods can, for 

example, be utilized as part of prognostic and diagnostic evaluation of disorders as recited 
herein and for the identification of subjects exhibiting a predisposition to such conditions. 
The invention provides a method for detecting the polynucleotides of the invention in a 
sample, comprising contacting the sample with a compound that binds to and forms a 

10 complex with the polynucleotide of interest for a period sufficient to form the complex and 
under conditions sufficient to form a complex and detecting the complex such that if a 
complex is detected, the polynucleotide of interest is detected. The invention also provides a 
method for detecting the polypeptides of the invention in a sample comprising contacting the 
sample with a compound that binds to and forms a complex with the polypeptide under 

1 5 conditions and for a period sufficient to form the complex and detecting the formation of the 
complex such that if a complex is formed, the polypeptide is detected. 

The invention also provides kits comprising polynucleotide probes and/or 
monoclonal antibodies, and optionally quantitative standards, for carrying out methods of the 
invention. Furthermore, the invention provides methods for evaluating the efficacy of drugs, 

20 and monitoring the progress of patients, involved in clinical trials for the treatment of 
disorders as recited above. 

The invention also provides methods for the identification of compounds that 
modulate (i.e., increase or decrease) the expression or activity of the polynucleotides and/or 
polypeptides of the invention. Such methods can be utilized, for example, for the 

25 identification of compounds that can ameliorate symptoms of disorders as recited herein. 
Such methods can include, but are not limited to, assays for identifying compounds and 
other substances that interact with (e.g. t bind to) the polypeptides of the invention. The 
invention provides a method for identifying a compound that binds to the polypeptides of the 
invention comprising contacting the compound with a polypeptide of the invention in a cell 

30 for a time sufficient to form a polypeptide/compound complex, wherein the complex drives 
expression of a reporter gene sequence in the cell; and detecting the complex by detecting 
the reporter gene sequence expression such that if expression of the reporter gene is detected 
the compound that binds to a polypeptide of the invention is identified. 
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The methods of the invention also provide methods for treatment which involve the 
administration of the polynucleotides or polypeptides of the invention to individuals 
exhibiting symptoms or tendencies. In addition, the invention encompasses methods for 
treating diseases or disorders as recited herein comprising administering compounds and 
5 other substances that modulate the overall activity of the target gene products. Compounds 
and other substances can affect such modulation either on the level of target gene/protein 
expression or target protein activity. 

The polypeptides of the present invention and the polynucleotides encoding them are 
also useful for the same functions known to one of skill in the art as the polypeptides and 
10 polynucleotides to which they have homology (set forth in Tables 2A and 2B); for which 
they have a signature region (as set forth in Tables 3A and 3B); or for which they have 
homology to a gene family (as set forth in Tables 4A and 4B). If no homology is set forth 
for a sequence, then the polypeptides and polynucleotides of the present invention are useful 
for a variety of applications, as described herein, including use in arrays for detection. 

15 

4. DETAILED DESCRIPTION OF THE INVENTION 



4.1 DEFINITIONS 

It must be noted that as used herein and in the appended claims, the singular forms 
20 "a", "an" and "the" include plural references unless the context clearly dictates otherwise. 

The term "active" refers to those forms of the polypeptide which retain the biologic 
and/or immunologic activities of any naturally occurring polypeptide. According to the 
invention, the terms "biologically active" or "biological activity" refer to a protein or peptide 
having structural, regulatory or biochemical functions of a naturally occurring molecule. 
25 Likewise "immunologically active" or "immunological activity" refers to the capability of 
the natural, recombinant or synthetic polypeptide to induce a specific immune response in 
appropriate animals or cells and to bind with specific antibodies. 

The term "activated cells" as used in this application are those cells which are 
engaged in extracellular ot intracellular membrane trafficking, including the export of 
30 secretory or enzymatic molecules as part of a normal or disease process. 

The terms "complementary" or "complementarity*' refer to the natural binding of 
polynucleotides by base pairing. For example, the sequence 5'-AGT-3' binds to the 
complementary sequence 3*-TCA-5\ Complementarity between two single-stranded 
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molecules may be '"partial" such that only certain portion(s) of the nucleic acids bind or it 
may be "complete" such that total complementarity exists between the single stranded 
molecules. The degree of complementarity between the nucleic acid strands has significant 
effects on the efficiency and strength of the hybridization between the nucleic acid strands. 
5 The term "embryonic stem cells (ES)" refers to a cell that can give rise to many 

differentiated cell types in an embryo or an adult, including the germ cells. The term "germ 
line stem cells (GSCs)" refers to stem cells derived from primordial stem cells that provide a 
steady and continuous source of germ cells for the production of gametes. The term 
"primordial germ cells (PGCs)" refers to a small population of cells set aside from other cell 

10 lineages particularly from the yolk sac, mesenteries, or gonadal ridges during embryogenesis 
that have the potential to differentiate into germ cells and other cells. PGCs are the source 
from which GSCs and ES cells are derived. The PGCs, the GSCs and the ES cells are 
capable of self-renewal. Thus these cells not only populate the germ line and give rise to a 
plurality of terminally differentiated cells that comprise the adult specialized organs, but are 

1 5 able to regenerate themselves. 

The term "expression modulating fragment," EMF, means a series of nucleotides 
which modulates the expression of an operably linked ORF or another EMF. 

As used herein, a sequence is said to "modulate the expression of an operably linked 
sequence" when the expression of the sequence is altered by the presence of the EMF. 

20 EMFs include, but are not limited to, promoters, and promoter modulating sequences 
(inducible elements). One class of EMFs are nucleic acid fragments which induce the 
expression of an operably linked ORF in response to a specific regulatory factor or 
physiological event 

The terms "nucleotide sequence" or "nucleic acid" or "polynucleotide" or 

25 "oligonucleotide" are used interchangeably and refer to a heteropolymer of nucleotides or 
the sequence of these nucleotides. These phrases also refer to DNA or RNA of genomic or 
synthetic origin which may be single-stranded or double-stranded and may represent the 
sense or the antisense strand, to peptide nucleic acid (PNA) or to any DNA-like or RNA-like 
material. In the sequences herein A is adenine, C is cytosine, T is thymine, G is guanine and 

30 N is A, C, G, or T (U) or unknown. It is contemplated that where the polynucleotide is 
RNA, the T (thymine) in the sequences provided herein is substituted with U (uracil). 
Generally, nucleic acid segments provided by this invention may be assembled from 
fragments of the genome and short oligonucleotide linkers, or from a series of 
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oligonucleotides, or from individual nucleotides, to provide a synthetic nucleic acid which is 
capable of being expressed in a recombinant transcriptional unit comprising regulatory 
elements derived from a microbial or viral operon, or a eukaryotic gene. 

The terms "oligonucleotide fragment 1 1 or a "polynucleotide fragment", "portion," or 

5 "segment" or "probe" or "primer 7 * are used interchangeably and refer to a sequence of 
nucleotide residues which are at least about 5 nucleotides, more preferably at least about 7 
nucleotides, more preferably at least about 9 nucleotides, more preferably at least about 1 1 
nucleotides and most preferably at least about 17 nucleotides. The fragment is preferably 
less than about 500 nucleotides, preferably less than about 200 nucleotides, more preferably 

10 less than about 100 nucleotides, more preferably less than about 50 nucleotides and most 
preferably less than 30 nucleotides. Preferably the probe is from about 6 nucleotides to 
about 200 nucleotides, preferably from about 1 5 to about 50 nucleotides, more preferably 
from about 17 to 30 nucleotides and most preferably from about 20 to 25 nucleotides. 
Preferably the fragments can be used in polymerase chain reaction (PCR), various 

1 5 hybridization procedures or microarray procedures to identify or amplify identical or related 
parts ofmKNA or DNA molecules. A fragment or segment may uniquely identify each 
polynucleotide sequence of the present invention. Preferably the fragment comprises a 
sequence substantially similar to any one of SEQ ID NO: 1-684, or 1369-1966. 

Probes may, for example, be used to determine whether specific mRNA molecules 

20 are present in a cell or tissue or to isolate similar nucleic acid sequences from chromosomal 
DNA as described by Walsh et al. (Walsh, P.S. et al., 1992, PCR Methods Appl 1 :241-250). 
They may be labeled by nick translation, Klenow fill-in reaction, PCR, or other methods 
well known in the art Probes of the present invention, their preparation and/or labeling are 
elaborated in Sambrook, J. et al., 1989, Molecular Cloning: A Laboratory Manual, Cold 

25 Spring Harbor Laboratory, NY; or Ausubel, F.M. et al., 1989, Current Protocols in 

Molecular Biology, John Wiley & Sons, New York NY, both of which are incorporated 
herein by reference in their entirety. 

The nucleic acid sequences of the present invention also include the sequence 
information from the nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966. The 

30 sequence information can be a segment of any one of SEQ ID NO: 1-684, or 1369-1966 that 
uniquely identifies or represents the sequence information of that sequence of SEQ ID NO: 
1-684, or 1369-1966, or those segments identified in Tables 3A, 3B, 5, 7, or 8. One such 
segment can be a twenty-mer nucleic acid sequence because the probability that a twenty- 
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mer is fully matched in the human genome is 1 in 300. In the human genome, there are three 
billion base pairs in one set of chromosomes. Because 4 20 possible twenty-mers exist, there 
are 300 times more twenty-mers than there are base pairs in a set of human chromosomes. 
Using the same analysis, the probability for a seventeen-mer to be folly matched in the 

5 human genome is approximately 1 in 5. When these segments are used in arrays for 

expression studies, fifteen-mer segments can be used. The probability that the fifteen-mer is 
folly matched in the expressed sequences is also approximately one in five because 
expressed sequences comprise less than approximately 5% of the entire genome sequence. 
Similarly, when using sequence information for detecting a single mismatch, a segment 

10 can be a twenty-five mer. The probability that the twenty-five mer would appear in a human 
genome with a single mismatch is calculated by multiplying the probability for a foil match 
(1-^t 25 ) times the increased probability for mismatch at each nucleotide position (3 x 25). The 
probability that an eighteen mer with a single mismatch can be detected in an array for 
expression studies is approximately one in five. The probability that a twenty-mer with a single 

1 5 mismatch can be detected in a human genome is approximately one in five. 

The term "open reading frame," ORF, means a series of nucleotide triplets coding foT 
amino acids without any termination codons and is a sequence translatable into protein. 

The terms "operably linked" or "operably associated" refer to functionally related 
nucleic acid sequences. For example, a promoter is operably associated or operably linked 

20 with a coding sequence if the promoter controls the transcription of the coding sequence. 
While operably linked nucleic acid sequences can be contiguous and in the same reading 
frame, certain genetic elements e.g. repressor genes are not contiguously linked to the coding 
sequence but still control transcription/translation of the coding sequence. 

The term * Vtorip° tent " refers to the capability of a cell to differentiate into a number 

25 of differentiated cell types that are present in an adult organism. A pluripotent cell is 
restricted in its differentiation capability in comparison to a totipotent cell. 

The terms '•polypeptide" or '^peptide" or "amino acid sequence" refer to an 
oligopeptide, peptide, polypeptide or protein sequence or fragment thereof and to naturally 
occurring or synthetic molecules. A polypeptide "fragment," "portion," or "segment" is a 

30 stretch of amino acid residues of at least about 5 amino acids, preferably at least about 7 

amino acids, more preferably at least about 9 amino acids and most preferably at least about 
17 or more amino acids. The peptide preferably is not greater than about 200 amino acids, 
more preferably less than 150 amino acids and most preferably less than 100 amino acids. 
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Preferably the peptide is from about 5 to about 200 amino acids. To be active, any 
polypeptide must have sufficient length to display biological and/or immunological activity. 

The term "naturally occurring polypeptide" refers to polypeptides produced by cells 
that have not been genetically engineered and specifically contemplates various polypeptides 
5 arising from post-translational modifications of the polypeptide including, but not limited to, 
acetylation, carboxylation, glycosylation, phosphorylation, lipidation and acylation. 

The term "translated protein coding portion" means a sequence which encodes for the 
full-length protein which may include any leader sequence or any processing sequence. 
The term "mature protein coding sequence" means a sequence which encodes a 
10 peptide or protein without a signal or leader sequence. The "mature protein portion" means 
that portion of the protein which does not include a signal or leader sequence. The peptide 
may have been produced by processing in the cell which removes any leader/signal 
. -.1: v ^ ^• ^u^ce; 'Th6 mature protein 

The methionine residue may be removed from the protein during processing in the cell. The 
1 5 peptide may be produced synthetically or the protein may have been produced using a 

polynucleotide only encoding for the mature protein coding sequence. i 

The term "derivative" refers to polypeptides chemically modified by such techniques 
as ubiquitination, labeling (e.g., with radionuclides or various enzymes), covalent polymer 
attachment such as pegylation (derivatization with polyethylene glycol) and insertion or 
20 substitution by chemical synthesis of amino acids such as ornithine, which do not normally 
occur in human proteins. 

The term "variant"(or "analog") refers to any polypeptide differing from naturally 
occurring polypeptides by amino acid insertions, deletions, and substitutions, created using, 
e g., recombinant DNA techniques. Guidance in determining which amino acid residues 
25 may be replaced, added or deleted without abolishing activities of interest, may be found by 
comparing the sequence of the particular polypeptide with that of homologous peptides and 
m inimizin g the number of amino acid sequence changes made in regions of high homology 
(conserved regions) or by replacing amino acids with consensus sequence. 

Alternatively, recombinant variants encoding these same or similar polypeptides may 
30 be synthesized or selected by making use of the "redundancy" in the genetic code. Various 
codon substitutions, such as the silent changes which produce various restriction sites, may 
be introduced to optimize cloning into a plasmid or viral vector or expression in a particular 
prokaryotic or eukaryotic system. Mutations in the polynucleotide sequence may be 
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reflected in the polypeptide or domains of other peptides added to the polypeptide to modify 
the properties of any part of the polypeptide, to change characteristics such as ligand-binding 
affinities, interchain affinities, or degradation/turnover rate. 

Preferably, amino acid "substitutions" are the result of replacing one amino acid with 
5 another amino acid having similar structural and/or chemical properties, i.e., conservative 
amino acid replacements. "Conservative" amino acid substitutions may be made on the 
basis of similarity in polarity, charge, solubility, hydrophobicity, hydrophilicity, and/or the 
amphipathic nature of the residues involved. For example, nonpolar (hydrophobic) amino 
acids include alanine, leucine, isoleucine, valine, proline, phenylalanine, tryptophan, and 

10 methionine; polar neutral amino acids include glycine, serine, threonine, cysteine, tyrosine, 
asparagine, and glutamine; positively charged (basic) amino acids include arginine, lysine, 
and histidine; and negatively charged (acidic) amino acids include aspartic acid and glutamic 
acid. "Insertions" or "deletions" are preferably in the range of about 1 to 20 amino acids, 
more preferably 1 to 10 amino acids. The variation allowed may be experimentally 

15 determined by systematically making insertions, deletions, or substitutions of amino acids in 
a polypeptide molecule using recombinant DNA techniques and assaying the resulting 
recombinant variants for activity. 

Alternatively, where alteration of function is desired, insertions, deletions or 
non-conservative alterations can be engineered to produce altered polypeptides. Such 

20 alterations can, for example, alter one or more of the biological functions or biochemical 
characteristics of the polypeptides of the invention. For example, such alterations may 
change polypeptide characteristics such as ligand-binding affinities, interchain affinities, or 
degradation/turnover rate. Further, such alterations can be selected so as to generate 
polypeptides that are better suited for expression, scale up and the like in the host cells 

25 chosen for expression. For example, cysteine residues can be deleted or substituted with 
another amino acid residue in order to eliminate disulfide bridges. 

The terms "purified" or "substantially purified" as used herein denotes that the 
indicated nucleic acid or polypeptide is present in the substantial absence of other biological 
macromolecules, e.g. 9 polynucleotides, proteins, and the like. In one embodiment, the 

30 polynucleotide or polypeptide is purified such that it constitutes at least 95% by weight, 

more preferably at least 99% by weight, of the indicated biological macromolecules present 
(but water, buffers, and other small molecules, especially molecules having a molecular 
weight of less than 1000 daltons, can be present). 
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The term "isolated" as used herein refers to a nucleic acid or polypeptide separated 
from at least one other component (e.g., nucleic acid or polypeptide) present with the nucleic 
acid or polypeptide in its natural source. In one embodiment, the nucleic acid or polypeptide 
is found in the presence of (if anything) only a solvent, buffer, ion, or other component 
5 normally present in a solution of the same. The terms "isolated" and "purified" do not 
encompass nucleic acids or polypeptides present in their natural source. 

The term "recombinant," when used herein to refer to a polypeptide or protein, means 
that a polypeptide or protein is derived from recombinant (e.g. 9 microbial, insect, or 
mammalian) expression systems. "Microbial" refers to recombinant polypeptides or proteins 

10 made in bacterial or fungal (e.g., yeast) expression systems. As a product, "recombinant 
microbial" defines a polypeptide or protein essentially free of native endogenous substances 
and unaccompanied by associated native glycosylation. Polypeptides or proteins expressed 
in most bacterial cultures, e.g., E. coli 9 will be free of glycosylation modifications; 
polypeptides or proteins expressed in yeast will have a glycosylation pattern in general 

1 5 different from those expressed in mammalian cells. 

The term "recombinant expression vehicle or vector" refers to a plasmid or phage or 
virus or vector, for expressing a polypeptide from a DNA (RNA) sequence. An expression 
vehicle can comprise a transcriptional unit comprising an assembly of (1) a genetic element 
or elements having a regulatory role in gene expression, for example, promoters or 

20 enhancers, (2) a structural or coding sequence which is transcribed into mRNA and 

translated into protein, and (3) appropriate transcription initiation and termination sequences. 
Structural units intended for use in yeast or eukaryotic expression systems preferably include 
a leader sequence enabling extracellular secretion of translated protein by a host cell. 
Alternatively, where recombinant protein is expressed without a leader or transport 

25 sequence, it may include an amino terminal methionine residue. This residue may or may 
not be subsequently cleaved from the expressed recombinant protein to provide a final 
product 

The term "recombinant expression system" means host cells which have stably 
integrated a recombinant transcriptional unit into chromosomal DNA or carry the 
30 recombinant transcriptional unit extrachromosomally. Recombinant expression systems as 
defined herein will express heterologous polypeptides or proteins upon induction of the 
regulatory elements linked to the DNA segment or synthetic gene to be expressed. This term 
also means host cells which have stably integrated a recombinant genetic element or 
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elements having a regulatory role in gene expression, for example, promoters or enhancers. 
Recombinant expression systems as defined herein will express polypeptides or proteins 
endogenous to the cell upon induction of the regulatory elements linked to the endogenous 
DNA segment or gene to be expressed. The cells can be prokaryotic or eukaryotic. 
5 The term "secreted" includes a protein that is transported across or through a 

membrane, including transport as a result of signal sequences in its amino acid sequence 
when it is expressed in a suitable host cell "Secreted" proteins include without limitation 
proteins secreted wholly (eg., soluble proteins) or partially (ag., receptors) from the cell in 
which they are expressed "Secreted" proteins also include without limitation proteins that 

10 are transported across the membrane of the endoplasmic reticulum. "Secreted" proteins are 
also intended to include proteins containing non-typical signal sequences (e.g. Interleukin-1 
Beta, see Krasney, PA. and Young, P.R. (1992) Cytokine 4(2): 134 -143) and factors 
released from damaged cells (e.g. Interleukin-1 Receptor Antagonist, see Arend, W.P. et al. 
(1998) Annu. Rev. Immunol. 16:27-55) 

1 5 Where desired, an expression vector may be designed to contain a "signal or leader 

sequence" which will direct the polypeptide through the membrane of a cell. Such a 
sequence may be naturally present on the polypeptides of the present invention or provided 
from heterologous protein sources by recombinant DNA techniques. 

The term "stringent" is used to refer to conditions that are commonly understood in 

20 the art as stringent Stringent conditions can include highly stringent conditions (i.e., 

hybridization to filter-bound DNA in 0.5 M NaHP0 4 , 7% sodium dodecyl sulfate (SDS), 1 
mM EDTA at 65°C, and washing in 0.1X SSC/0.1% SDS at 68°Q, and moderately stringent 
conditions (i.e., washing in 0.2X SSC/0.1% SDS at 42°C). Other exemplary hybridization 
conditions are described herein in the examples. 

25 In instances of hybridization of deoxyoligonucleotides, additional exemplary 

stringent hybridization conditions include washing in 6X SSC/0.05% sodium pyrophosphate 
at 37°C (for 14-base oligonucleotides), 48°C (for 17-base oligonucleotides), 55°C (for 20- 
base oligonucleotides), and 60°C (for 23-base oligonucleotides). 

As used herein, "substantially equivalent" or "substantially similar" can refer both to 

30 nucleotide and amino acid sequences, for example a mutant sequence, that varies from a 
reference sequence by one or more substitutions, deletions, or additions, the net effect of 
which does not result in an adverse functional dissimilarity between the reference and 
subject sequences. Typically, such a substantially equivalent sequence varies from one of 
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those listed herein by no more than about 35% (i.e. 9 the number of individual residue 
substitutions, additions, and/or deletions in a substantially equivalent sequence, as compared 
to the corresponding reference sequence, divided by the total number of residues in the 
substantially equivalent sequence is about 0.35 or less). Such a sequence is said to have 
5 65% sequence identity to the listed sequence. In one embodiment, a substantially 

equivalent, eg. , mutant, sequence of the invention varies from a listed sequence by no more 
than 30% (70% sequence identity); in a variation of this embodiment, by no more than 25% 
(75% sequence identity); and in a further variation of this embodiment, by no more than 
20% (80% sequence identity) and in a further variation of this embodiment, by no more than 

10 10% (90% sequence identity) and in a further variation of this embodiment, by no more that 
5% (95% sequence identity). Substantially equivalent, e.g. 9 mutant, amino acid sequences 
according to the invention preferably have at least 80% sequence identity with a listed amino 
acid sequence, more preferably at least 85% sequence identity, more preferably at least 90% 
sequence identity, more preferably at least 95% sequence identity, more preferably at least 

1 5 98% sequence identity, and most preferably at least 99% sequence identity. Substantially 
equivalent nucleotide sequence of the invention can have lower percent sequence identities, 
takmg into account, for example, the redundancy or degeneracy of the genetic code. 
Preferably, the nucleotide sequence has at least about 65% identity, more preferably at least 
about 75% identity, more preferably at least about 80% sequence identity, more preferably at 

20 least 85% sequence identity, more preferably at least 90% sequence identity, more preferably 
; at least about 95% sequence identity, more preferably at least 98% sequence identity, and 
most preferably at least 99% sequence identity. For the purposes of the present invention, 
sequences having substantially equivalent biological activity and substantially equivalent 
expression characteristics are considered substantially equivalent For the purposes of 

25 determining equivalence, truncation of the mature sequence (e.g. ; via a mutation which 
creates a new stop codon) should be disregarded. Sequence identiiy s qiay be determmtfd- 
e.g., using the Jotun Hein method (Hein, J. (1990) Methods Enzymol. lk;626-645). 
Identity between sequences can also be determined by other methods known in the art, e.g. 
by varying hybridization conditions. 

30 The term "totipotent* ' refers to the capability of a cell to differentiate into all of the 

cell types of an adult organism. 

The term "transformation" means introducing DNA into a suitable host cell so that 
the DNA is replicable, either as an extrachromosomal element, or by chromosomal 
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integration. The term "tansfection" refers to the taking up of an expression vector by a 
suitable host cell, whether or not any coding sequences are in tact expressed. The term 
"infection" refers to the introduction of nucleic acids into a suitable host cell by use of a 
virus or viral vector. 

5 As used herein, an "uptake modulating fragment," UMF, means a series of 

nucleotides which mediate the uptake of a linked DNA fragment into a cell. UMFs can be 
readily identified using known UMFs as a target sequence or target motif with the 
computer-based systems described below. The presence and activity of a UMF can be 
confirmed by attaching the suspected UMF to a marker sequence. The resulting nucleic acid 

10 molecule is then incubated with an appropriate host under appropriate conditions and the 
uptake of the marker sequence is determined. As described above, a UMF will increase the 
frequency of uptake of a linked marker sequence. 

Each of the above terms is meant to encompass all that is described for each, unless 
the context dictates otherwise. 

15 

4.2 NUCLEIC ACIDS OF THE INVENTION 

Nucleotide sequences of the invention are set forth in the Sequence Listing. ^ . 
The isolated polynucleotides of the invention include a polynucleotide comprising 
the nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966; a polynucleotide encoding 

20 any one of the peptide sequences of SEQ ID NO: 1-684, or 1369-1966; and a polynucleotide 
comprising the nucleotide sequence encoding the mature protein coding sequence of the 
polynucleotides of any one of SEQ ID NO: 1-684, or 1369-1966. The polynucleotides of the 
present invention also include, but are not limited to, a polynucleotide that hybridizes under 
stringent conditions to (a) the complement of any of the nucleotides sequences of SEQ ID 

25 NO: 1-684, or 1369-1966; (b) nucleotide sequences encoding any one of the amino acid 
sequences set forth in the Sequence Listing, or Table 7; (c) a polynucleotide which is an 
allelic variant of any polynucleotide recited above; (d) a polynucleotide which encodes a 
species homologue of any of the proteins recited above; or (e) a polynucleotide that encodes 
a polypeptide comprising a specific domain or truncation of the polypeptides of SEQ ID NO: 

30 685-1368, or 1967-2564 (for example, as set forth in Tables 3A, 3B, 5, 7, or 8). Domains of 
interest may depend on the nature of the encoded polypeptide; e.g., domains in receptor-like 
polypeptides include ligand-binding, extracellular, transmembrane, or cytoplasmic domains, 
or combinations thereof; domains in immunoglobulin-like proteins include the variable 
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immunoglobulin-like domains; domains in enzyme-like polypeptides include catalytic and 
substrate binding domains; and domains in ligand polypeptides include receptor-binding 
domains. 

The polynucleotides of the invention include naturally occurring or wholly or 

5 partially synthetic DNA, e.g., cDNA and genomic DNA, and RNA, e.g., mRNA. The 

polynucleotides may include entire coding region of the cDNA or may represent a portion of 
the coding region of the cDNA. 

The present invention also provides genes corresponding to the cDNA sequences 
disclosed herein. The corresponding genes can be isolated in accordance with known methods 

10 using the sequence information disclosed herein. Such methods include the preparation of 
probes or primers from the disclosed sequence information for identification and/or 
amplification of genes in appropriate genomic libraries or other sources of genomic materials. 
Further 5* and 3' sequence can be obtained using methods known in the art. For example, full 
length cDNA or genomic DNA that corresponds to any of the polynucleotides of SEQ ID NO: 

15 1-684, or 1369-1966 can be obtained by screening appropriate cDNA or genomic DNA 

libraries under suitable hybridization conditions using any of the polynucleotides of SEQ ID 
NO: 1-684, or 1369-1966 or a portion thereof as a probe. Alternatively, the polynucleotides of 
SEQ ID NO: 1-684, or 1369-1966 maybe used as the basis for suitable primer(s) that allow 
identification and/or amplification of genes in appropriate genomic DNA or cDNA libraries. 

20 The nucleic acid sequences of the invention can be assembled from ESTs and sequences 

(including cDNA and genomic sequences) obtained from one or more public databases, such as 
dbEST, gbpri, and UniGene. The EST sequences can provide identifying sequence 
information, representative fragment or segment information, or novel segment information for 
the full-length gene. 

25 The polynucleotides of the invention also provide polynucleotides including 

nucleotide sequences that are substantially equivalent to the polynucleotides recited above. 
Polynucleotides according to the invention can have, e.g., at least about 65%, at least about 
70%, at least about 75%, at least about 80%, 81%, 82%, 83%, 84%, more typically at least 
about 85%, 86%, 87%, 88%, 89%, more typically at least about 90%, 91%, 92%, 93%, 94%, 

30 and even more typically at least about 95%, 96%, 97%, 98%, 99% sequence identity to a 
polynucleotide recited above. 

Included within the scope of the nucleic acid sequences of the invention are nucleic 
acid sequence fragments that hybridize under stringent conditions to any of the nucleotide 
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sequences of SEQ ID NO: 1-684, or 1369-1966, or complements thereof, which fragment is 
greater than about 5 nucleotides, preferably 7 nucleotides, more preferably greater than 9 
nucleotides and most preferably greater than 17 nucleotides. Fragments of, e.g. 15, 17, or 20 
nucleotides or more that are selective for (i.e. specifically hybridize to) any one of the 
5 polynucleotides of the invention are contemplated. Probes capable of specifically 

hybridizing to a polynucleotide can differentiate polynucleotide sequences of the invention 
from other polynucleotide sequences in the same family of genes or can differentiate human 
genes from genes of other species, and are preferably based on unique nucleotide sequences. 
The sequences felling within the scope of the present invention are not limited to these 

1 0 specific sequences, but also include allelic and species variations thereof. Allelic and species 
variations can be routinely determined by comparing the sequence provided in SEQ ID NO: 1- 
684, or 1369-1966, a representative fragment thereof, or a nucleotide sequence at least 90% 
identical, preferably 95% identical, to SEQ ID NO: 1-684, or 1369-1966 with a sequence from 
another isolate of the same species. Furthermore, to accommodate codon variability, the 

1 5 invention includes nucleic acid molecules coding for the same amino acid sequences as do the 
specific ORFs disclosed herein. In other words, in the coding region of an ORF, substitution of 
one codon for another codon that encodes the same amino acid is expressly contemplated. 

The nearest neighbor or homology results for the nucleic acids of the present invention, 
including SEQ ID NO: 1-684, or 1369-1966 can be obtained by searching a database using an 

20 algorithm or a program. Preferably, a BLAST (Basic Local Alignment Search Tool) program is 
used to search for local sequence alignments (Altshul, SJF. J Mol. Evol. 36 290-300 (1993) and 
Altschul S.F. et al. J. MoL Biol. 21:403-410 (1990)). Alternatively a FASTA version 3 search 
against Genpept, using FASTXY algorithm may be performed. 

Species homologs (or orthologs) of the disclosed polynucleotides and proteins are 

25 also provided by the present invention. Species homologs may be isolated and identified by 
making suitable probes or primers from the sequences provided herein and screening a 
suitable nucleic acid source from die desired species. 

The invention also encompasses allelic variants of the disclosed polynucleotides or 
proteins; that is, naturally-occurring alternative forms of the isolated polynucleotide which 

30 also encode proteins which are identical, homologous or related to that encoded by the 
polynucleotides. 

The nucleic acid sequences of the invention are further directed to sequences which 
encode variants of die described nucleic acids. These amino acid sequence variants may be 
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prepared by methods known in the art by introducing appropriate nucleotide changes into a 
native or variant polynucleotide. There are two variables in the construction of amino acid 
sequence variants: the> location of the mutation and the nature of the mutation. Nucleic 
acids encoding the amino acid sequence variants are preferably constructed by mutating the 
5 polynucleotide to encode an amino acid sequence that does not occur in nature. These 
nucleic acid alterations can be made at sites that differ in the nucleic acids from different 
species (variable positions) or in highly conserved regions (constant regions). Sites at such 
locations will typically be modified in series, e.g., by substituting first with conservative 
choices (e.g., hydrophobic amino acid to a different hydrophobic amino acid) and then with 

10 more distant choices (e.g 9 hydrophobic amino acid to a charged amino acid), and then 
deletions or insertions may be made at the target site. Amino acid sequence deletions 
generally range from about 1 to 30 residues, preferably about 1 to 10 residues, and are 
typically contiguous. Amino acid insertions include amino- and/or carboxyl-terminal 
fusions ranging in length from one to one hundred or more residues, as well as intrasequence 

15 insertions of single or multiple amino acid residues. Intrasequence insertions may range 
generally from about 1 to 10 amino residues, preferably from 1 to 5 residues. Examples of 
terminal insertions include the heterologous signal sequences necessary for secretion or for 
intracellular targeting in different host cells and sequences such as FLAG or poly-histidine 
sequences useful for purifying the expressed protein. 

20 In a preferred method, polynucleotides encoding the novel amino acid sequences are 

changed via site-directed mutagenesis. This method uses oligonucleotide sequences to alter 
a polynucleotide to encode die desired amino acid variant, as well as sufficient adjacent 
nucleotides on both sides of the changed amino acid to form a stable duplex on either side of 
the site of being changed. In general, the techniques of site-directed mutagenesis are well 

25 known to those of skill in the art and this technique is exemplified by publications such as, 
Edelman et al., DNA 2: 1 83 (1983). A versatile and efficient method for producing 
site-specific changes in a polynucleotide sequence was published by Zoller and Smith, 
Nucleic Acids Res. 10:6487-6500 (1982). PGR may also be used to create amino acid 
sequence variants of the novel nucleic acids. When small amounts of template DNA are 

30 used as starting material, primer(s) that differs slightly in sequence from the corresponding 
region in the template DNA can generate the desired amino acid variant. PCR amplification 
results in a population of product DNA fragments that differ from the polynucleotide 
template encoding the polypeptide at the position specified by the primer. The product DNA 
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fragments replace the corresponding region in the plasmid and this gives a polynucleotide 
encoding the desired amino acid variant 

A further technique for generating amino acid variants is the cassette mutagenesis 
technique described in Wells et al., Gene 34:315 (1985); and other mutagenesis techniques 
5 well known in the art, such as, for example, the techniques in Sambrook et al., supra, and 
Current Protocols in Molecular Biology, Ausubel et al. Due to the inherent degeneracy of 
the genetic code, other DNA sequences which encode substantially the same or a 
functionally equivalent amino acid sequence may be used in the practice of the invention for 
the cloning and expression of these novel nucleic acids. Such DNA sequences include those 
10 which are capable of hybridizing to the appropriate novel nucleic acid sequence under 
stringent conditions. 

Polynucleotides encoding preferred polypeptide truncations of the invention could be 
used to generate polynucleotides encoding chimeric or fusion proteins comprising one or 
more domains of the invention and heterologous protein sequences. 

1 5 The polynucleotides of the invention additionally include the complement of any of 

the polynucleotides recited above. The polynucleotide can be DNA (genomic, cDNA, 
amplified, or synthetic) or RNA. Methods and algorithms for obtaining such 
polynucleotides are well known to those of skill in the art and can include, for example, 
methods for determining hybridization conditions that can routinely isolate polynucleotides 

20 of the desired sequence identities. 

In accordance with the invention, polynucleotide sequences comprising the mature 
protein coding sequences corresponding to any one of SEQ ID NO: 1-684, or 1369-1966, or 
functional equivalents thereof, may be used to generate recombinant DNA molecules that 
direct the expression of that nucleic acid, or a functional equivalent thereof, in appropriate 

25 host cells. Also included are the cDNA inserts of any of the clones identified herein. 

A polynucleotide according to the invention can be joined to any of a variety of other 
nucleotide sequences by well-established recombinant DNA techniques (see Sambrook J et 
al. (1989) Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Laboratory, NY). 
Useful nucleotide sequences for joining to polynucleotides include an assortment of vectors, 

30 e.g., plasmids, cosmids, lambda phage derivatives, phagemids, and the like, that are well 
known in the art Accordingly, the invention also provides a vector including a 
polynucleotide of the invention and a host cell containing the polynucleotide. In general, the 
vector contains an origin of replication functional in at least one organism, convenient 
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restriction endonuclease sites, and a selectable marker for the host cell. Vectors according to 
the invention include expression vectors, replication vectors, probe generation vectors, and 
sequencing vectors. A host cell according to the invention can be a prokaiyotic or 
eukaiyotic cell and can be a unicellular organism or part of a multicellular organism. 
5 Hie present invention further provides recombinant constructs comprising a nucleic 

acid having any of the nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966 or a 
fragment thereof or any other polynucleotides of the invention. In one embodiment, the 
recombinant constructs of the present invention comprise a vector, such as a plasmid or viral 
vector, into which a nucleic acid having any of the nucleotide sequences of SEQ ID NO: 1- 

10 684, or 1369-1 966 or a fiagment thereof is inserted, in a fomard or revereeoiienLation. la- 
the case of a vector comprising one of the ORFs of the present invention, the vector may 
further comprise regulatory sequences, including for example, a promoter, operably linked to 
the ORF. Large numbers of suitable vectors and promoters are known to those of skill in the 
art and are commercially available for generating the recombinant constructs of the present 

15 invention. The following vectors are provided by way of example: Bacterial: pBs, 
phagescript, PsiX174, pBluescript SK, pBs KS, pNH8a, pNH16a, pNH18a, pNH46a 
(Stratagene), pTrc99A, pKK223-3, pKK233-3, pDR540, pRTT5 (Pharmacia); Eukaryotic: 
pWLneo, pSV2cat, pOG44, PXTT, pSG (Stratagene) pSVK3, pBPV, pMSG, pSVL 
(Pharmacia). 

20 The isolated polynucleotide of the invention may be operably linked to an expression 

control sequence such as the pMT2 or pED expression vectors disclosed in Kaufman et aL, 
Nucleic Acids Res. 19, 4485-4490 (1991), in order to produce the protein recombinantly. 
Many suitable expression control sequences are known in the art General methods of 
expressing recombinant proteins are also known and are exemplified in R- Kaufman, 

25 Methods in Enzymology 185, 537-566 (1990). As defined herein "operably linked" means 
that the isolated polynucleotide of the invention and an expression control sequence are 
situated within a vector or cell in such a way that the protein is expressed by a host cell 
which has been transformed (transfected) with the ligated polynucleotide/expression control 
sequence. 

30 Promoter regions can be selected from any desired gene using CAT 

(chloramphenicol transferase) vectors or other vectors with selectable markers. Two 
appropriate vectors are pKK232-8 and pCM7. Particular named bacterial promoters include 
lacl, lacZ, T3, T7, gpt, lambda PR, and trc. Eukaiyotic promoters include CMV immediate 
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early, HSV thymidine kinase, early and late S V40, LTRs from retrovirus, and mouse 
metallothionein-L Selection of the appropriate vector and promoter is well within the level 
of ordinary skill in the art. Generally, recombinant expression vectors will include origins of 
replication and selectable markers permitting transformation of the host cell, e.g., the 
5 ampicillin resistance gene of E. coli and S. cerevisiae TOPI gene, and a promoter derived 
from a highly expressed gene to direct transcription of a downstream structural sequence. 
Such promoters can be derived from operons encoding glycolytic enzymes such as 3- 
phosphoglycerate kinase (PGK), a-factor, acid phosphatase, or heat shock proteins, among 
others. The heterologous structural sequence is assembled in appropriate phase with 

10 translation initiation and termination sequences, and preferably, a leader sequence capable of 
directing secretion of translated protein into the periplasmic space or extracellular medium. 
Optionally, the heterologous sequence can encode a fusion protein including an amino 
terminal identification peptide imparting desired characteristics, e.g. 9 stabilization or 
simplified purification of expressed recombinant product Useful expression vectors for 

1 5 bacterial use are constructed by inserting a structural DNA sequence encoding a desired 
protein together with suitable translation initiation and termination signals in operable 
reading phase with a functional promoter. The vector will comprise one or more phenotypic 
selectable markers and an origin of replication to ensure maintenance of the vector and to, if 
desirable, provide amplification within the host. Suitable prokaryotic hosts for 

20 transformation include E. coli, Bacillus subtilis, Salmonella typhimurium and various species 
within the genera Pseudomonas, Streptomyces, and Staphylococcus , although others may 
also be employed as a matter of choice. 

As a representative but non-limiting example, useful expression vectors for bacterial 
use can comprise a selectable marker and bacterial origin of replication derived from 

25 commercially available plasmids comprising genetic elements of the well known cloning 
vector pBR322 (ATCC 37017). Such commercial vectors include, for example, pKK223-3 
(Pharmacia Fine Chemicals, Uppsala, Sweden) and GEM 1 (Promega Biotech, Madison, WI, 
USA). These pBR322 "backbone" sections are combined with an appropriate promoter and 
the structural sequence to be expressed. Following transformation of a suitable host strain 

30 and growth of the host strain to an appropriate cell density, the selected promoter is induced 
or derepressed by appropriate means (e.g., temperature shift or chemical induction) and cells 
are cultured for an additional period. Cells are typically harvested by centrifugation, 
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disrupted by physical or chemical means, and the resulting crude extract retained for further 
purification. 

Polynucleotides of the invention can also be used to induce immune responses. For 
example, as described in Fan et aL, Nat Biotech 17, 870-872 (1999), incorporated herein by 
5 reference, nucleic acid sequences encoding a polypeptide may be used to generate antibodies 
against the encoded polypeptide following topical administration of naked plasmid DNA or 
following injection, and preferably intra-muscular injection of the DNA. The nucleic acid 
sequences are preferably inserted in a recombinant expression vector and may be in the form 
of naked DNA. 

10 

43 ANTISENSE 

Another aspect of the invention pertains to isolated antisense nucleic acid molecules 
that are hybridizable to or complementary to the nucleic acid molecule comprising the 
nucleotide sequence of SEQ ID NO: 1-684, or 1369-1966, or fragments, analogs or 

1 5 derivatives thereof. An "antisense" nucleic acid comprises a nucleotide sequence that is 
complementary to a "sense" nucleic acid encoding a protein, eg., complementary to the 
coding strand of a double-stranded cDNA molecule or complementary to an mRNA 
sequence. In specific aspects, antisense nucleic acid molecules are provided that comprise a 
sequence complementary to at least about 10, 25, 50, 100, 250 or 500 nucleotides or an 

20 entire coding strand, or to only a portion thereof. Nucleic acid molecules encoding 

fragments, homologs, derivatives and analogs of a protein of any of SEQ ID NO: 1-684, or 
1369-1966 or antisense nucleic acids complementary to a nucleic acid sequence of SEQ ID 
NO: 1-684, or 1369-1966 are additionally provided. 

In one embodiment, an antisense nucleic acid molecule is antisense to a "coding 

25 region" of the coding strand of a nucleotide sequence of the invention. The term "coding 
region" refers to the region of the nucleotide sequence comprising codons which are 
translated into amino acid residues. In another embodiment, the antisense nucleic acid 
molecule is antisense to a "noncoding region" of the coding strand of a nucleotide sequence 
of the invention. The term "noncoding region" refers to 5* and 3' sequences that flank the 

30 coding region that are not translated into amino acids (z.e., also referred to as 5' and 3* 
untranslated regions). 

Given the coding strand sequences encoding a nucleic acid disclosed herein (e.g., 
SEQ ID NO: 1-684, or 1369-1966, antisense nucleic acids of the invention can be designed 
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according to the rules of Watson and Crick or Hoogsteen base pairing. The antisense nucleic 
acid molecule can be complementary to the entire coding region of an mRNA, but more 
preferably is an oligonucleotide that is antisense to only a portion of the coding or noncoding 
region of an mRNA. For example, the antisense oligonucleotide can be complementary to 
5 the region surrounding the translation start site of an mRNA. An antisense oligonucleotide 
can be, for example, about 5, 10, 15, 20, 25, 30, 35, 40, 45 or 50 nucleotides in length. An 
antisense nucleic acid of the invention can be constructed using chemical synthesis or 
enzymatic ligation reactions using procedures known in the art For example, an antisense 
nucleic acid (e.g., an antisense oligonucleotide) can be chemically synthesized using 

1 0 naturally occurring nucleotides or variously modified nucleotides designed to increase the 
biological stability of the molecules or to increase the physical stability of the duplex formed 
between the antisense and sense nucleic acids, e.g., phosphorothioate derivatives and 
acridine substituted nucleotides can be used. 

Examples of modified nucleotides that can be used to generate the antisense nucleic 

15 acid include: 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, hypoxanthine, 
xanthine, 4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5- 
cari)Oxymethylaminomethyl-2-thiouridine, 5^arboxymethylaminomethyluracil, 
dihydrouracil, beta-D-galactosylqueosine, inosine, N6-isopentenyladenine, 1-methylguanine, 

1- methylinosine, 2,2-dimethylguanine, 2-methyladenine, 2-methylguanine, 3- 
20 methylcytosine, 5-methylcytosine, N6-adenine, 7-methylguanine, 5- 

methylaminomethyluracil, 5-methoxyaminomethyl-2-thiouracil, beta-D-mannosylqueosine, 
5 -methoxycarboxymethyluracil, 5-methoxyuracil, 2-methylthio-N6-isopentenyladenine, 
uracil-5-oxyacetic acid (v), wybutoxosine, pseudouracil, queosine, 2-thiocytosine, 5-methyl- 

2- thiouracil, 2-thiouracil, 4-thiouracil, 5-methyluracil, uracil-5-oxyacetic acid methylester, 
25 uracil-5-oxyacetic acid (v), 5-methyl-2-thiouracil, 3-(3-amino-3 -N-2-carboxypropyl) uracil, 

(acp3)w, and 2,6-diaminopurine. Alternatively, the antisense nucleic acid can be produced 
biologically using an expression vector into which a nucleic acid has been subcloned in an 
antisense orientation (/.a, RNA transcribed from the inserted nucleic acid will be of an 
antisense orientation to a target nucleic acid of interest, described further in the following 
30 subsection). 

The antisense nucleic acid molecules of the invention are typically administered to a 
subject or generated in situ such that they hybridize with or bind to cellular mRNA and/or 
genomic DNA encoding a protein according to the invention to thereby inhibit expression of 
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the protein, e.g 9 by inhibiting transcription and/or translation. The hybridization can be by 
conventional nucleotide complementarity to form a stable duplex, or, for example, in the 
case of an antisense nucleic acid molecule that binds to DNA duplexes, through specific 
interactions in the major groove of the double helix. An example of a route of 
5 administration of antisense nucleic acid molecules of the invention includes direct injection 
at a tissue site. Alternatively, antisense nucleic acid molecules can be modified to target 
selected cells and then administered systemically. For example, for systemic administration, 
antisense molecules can be modified such that they specifically bind to receptors or antigens 
expressed on a selected cell surface, e.g 9 by linking the antisense nucleic acid molecules to 
10 peptides or antibodies that bind to cell surface receptors or antigens. The antisense nucleic 
acid molecules can also be delivered to cells using the vectors described herein. To achieve 
sufficient intracellular concentrations of antisense molecules, vector constructs in which the 
antisense nucleic acid molecule is placed under the control of a strong pol II or pol HI 
promoter are preferred. 

15 In yet another embodiment, the antisense nucleic acid molecule of the invention is an 

ot-anomeric nucleic acid molecule. An a-anomeric nucleic acid molecule forms specific 
double-stranded hybrids with complementary RNA in which, contrary to the usual a-units, 
the strands run parallel to each other (Gaultier et al. (1987) Nucleic Acids Res 15: 
6625-6641). The antisense nucleic acid molecule can also comprise a 

20 2 , -o-methylribonucleotide (Inoue et al. (1987) Nucleic Acids Res 15: 6131-6148) or a 
chimeric RNA -DNA analogue (Inoue et al (1987) FEES Lett 215: 327-330). 

4.4 RffiOZYMES AND PNA MOIETIES 

In still another embodiment, an antisense nucleic acid of the invention is a ribozyme. 

25 Ribozymes are catalytic RNA molecules with ribonuclease activity that are capable of 
cleaving a single-stranded nucleic acid, such as an mRNA, to which they have a 
complementary region. Thus, ribozymes (eg., hammerhead ribozymes (described in 
Haselhoffand Gerlach (1988) Native 334:585-591)) can be used to catalytically cleave 
mRNA transcripts to thereby inhibit translation of an mRNA. A ribozyme having specificity 

30 for a nucleic acid of the invention can be designed based upon the nucleotide sequence of a 
DNA disclosed herein (ie., SEQ ID NO: 1-684, or 1369-1966). For example, a derivative of 
Tetrahymena L-19 IVS RNA can be constructed in which the nucleotide sequence of the 
active site is complementary to the nucleotide sequence to be cleaved in a mRNA. See, e.g., 



WO 2004/080148 



PCT/US2003/030720 



Cech etah U.S. Pat No. 4,987,071; and Cech et ah U.S. Pat No. 5,1 16,742. Alternatively, 
mRNA of the invention can be used to select a catalytic RNA having a specific ribonuclease 
activity from a pool of RNA molecules. See, e.g., Bartel et ah, (1993) Science 
261:1411-1418. 

5 Alternatively, gene expression can be inhibited by targeting nucleotide sequences 

complementary to the regulatory region (e.g, promoter and/or enhancers) to form triple 
helical structures that prevent transcription of the gene in target cells. See generally, Helene. 
(1991) Anticancer Drug Des. 6: 569-84; Helene. etah (1992) Ann. N.Y. Acad. Set 
660:27-36; and Maher (1992) Bioassays 14: 807-15. 

10 In various embodiments, the nucleic acids of the invention can be modified at the 

base moiety, sugar moiety or phosphate backbone to improve, e.g. 9 the stability, 
hybridization, or solubility of the molecule. For example, the deoxyribose phosphate 
backbone of the nucleic acids can be modified to generate peptide nucleic acids (see Hyrup 
et ah (1996) BioorgMed Chem 4: 5-23). As used herein, the terms "peptide nucleic acids" 

1 5 or "PNAs" refer to nucleic acid mimics, e.g. , DNA mimics, in which the deoxyribose 
phosphate backbone is replaced by a pseudopeptide backbone and only the four natural 
nucleobases are retained. The neutral backbone of PNAs has been shown to allow for 
specific hybridization to DNA and RNA under conditions of low ionic strength. The 
synthesis of PNA oligomers can be performed using standard solid phase peptide synthesis 

20 protocols as described in Hyrup et ah (1996) above; Perry-O'Keefe et ah (1996) PNAS 93: 
14670-675. 

PNAs of the invention can be used in therapeutic and diagnostic applications. For 
example, PNAs can be used as antisense or antigene agents for sequence-specific modulation 
of gene expression by, e.g. 9 inducing transcription or translation arrest or inhibiting 

25 replication. PNAs of the invention can also be used, e.g. , in the analysis of single base pair 
mutations in a gene by, PNA directed PCR clamping; as artificial restriction enzymes 
when used in combination with other enzymes, eg., SI nucleases (Hyrup B. (1996) above); 
or as probes or primers for DNA sequence and hybridization (Hyrup et ah (1996), above; 
Perry-OTCeefe (1996), above). 

30 In another embodiment, PNAs of the invention can be modified, e.g. , to enhance 

their stability or cellular uptake, by attaching lipophilic or other helper groups to PNA, by 
the formation of PNA-DN A chimeras, or by the use of liposomes or other techniques of drug 
delivery known in the art For example, PNA-DNA chimeras can be generated that may 
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combine the advantageous properties of PNA and DNA. Such chimeras allow DNA 
recognition enzymes, e.g, RNase H and DNA polymerases, to interact with the DNA 
portion while the PNA portion would provide high binding affinity and specificity. 
PNA-DNA chimeras can be linked using linkers of appropriate lengths selected in terms of 
5 base stacking, number of bonds between the nucleobases, and orientation (Hyrup (1996) 
above). The synthesis of PNA-DNA chimeras can be performed as described in Hyrup 
(1996) above and Finn et al (1996) Nucl Acids Res 24: 3357-63. For example, a DNA chain 
can be synthesized on a solid support using standard phosphoramidite coupling chemistry, 
and modified nucleoside analogs, e.g., S^-methoxytrity^amino-S^eoxy-thymidine 

10 phosphoramidite, can be used between the PNA and the 5' end of DNA (Mag et al (1 989) 
Nucl Acid Res 17: 5973-88). PNA monomers are then coupled in a stepwise manner to 
produce a chimeric molecule with a 5 ! PNA segment and a 3' DNA segment (Finn et al 
(1996) above). Alternatively, chimeric molecules can be synthesized with a 5' DNA 
segment and a 3' PNA segment See, Petersen et al (1 975) Bioorg Med Chem Lett 5: 

15 1119-11124. 

In other embodiments, the oligonucleotide may include other appended groups such 
as peptides (eg., for targeting host cell receptors in vivo), or agents facilitating transport 
across the cell membrane (see, e.g., Letsinger et al, 1989, Proa Natl Acad. Set U.S.A. 
86:6553-6556; Lemaitre et al, 1987, Proc. Natl Acad Set 84:648-652; PCT Publication 

20 No. W088/09810) or the blood-brain barrier (see, e.g, PCT Publication No. W089/10134). 
In addition, oligonucleotides can be modified with hybridization triggered cleavage agents 
(See, e.g., Krol et al, 1988, BioTechniques 6:958-976) or intercalating agents. (See, e.g., 
Zon, 1988, Pharm. Res. 5: 539-549). To this end, the oligonucleotide may be conjugated to 
another molecule, e.g., a peptide, a hybridization triggered cross-linking agent, a transport 

25 agent, a hybridization-triggered cleavage agent, etc. 

4.5 HOSTS 

The present invention further provides host cells genetically engineered to contain 
the polynucleotides of the invention. For example, such host cells may contain nucleic acids 
30 of the invention introduced into the host cell using known transformation, transfection or 
infection methods. The present invention still further provides host cells genetically 
engineered to express the polynucleotides of the invention, wherein such polynucleotides are 
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in operative association with a regulatory sequence heterologous to the host cell which 
drives expression of the polynucleotides in the cell. 

Knowledge of nucleic acid sequences allows for modification of cells to permit, or 
increase, expression of endogenous polypeptide. Cells can be modified (e.g., by 
5 homologous recombination) to provide increased polypeptide expression by replacing, in 
whole or in part, the naturally occurring promoter with all or part of a heterologous promoter 
so that the cells express the polypeptide at higher levels. The heterologous promoter is 
inserted in such a manner that it is operatively linked to the encoding sequences. See, for 
example, PCT International Publication No. WO94/12650, PCT International Publication 

10 No. WO92/20808, and PCT International Publication No. WO91/09955. It is also 

contemplated that, in addition to heterologous promoter DNA, amplifiable marker DNA ^ 
(e.g., ada, dhfir, and the multifunctional CAD gene which encodes carbamyl phosphate 
synthase, aspartate transcarbamylase, and dihydroorotase) and/or intron DNA may be 
inserted along with the heterologous promoter DNA. If linked to the coding sequence, 

1 5 amplification of the marker DNA by standard selection methods results in co-amplification 
of the desired protein coding sequences in the cells. 

The host cell can be a higher eukaryotic host cell, such as a mammalian cell, a lower 
eukaryotic host cell, such as a yeast cell, or the host cell can be a prokaryotic cell, such as a 
bacterial cell. Introduction of the recombinant construct into the host cell can be effected by 

20 calcium phosphate transfection, DEAE, dextran mediated transfection, or electroporation 
(Davis, L. et aL, Basic Methods in Molecular Biology (1986)). The host cells containing one 
of the polynucleotides of the invention, can be used in conventional manners to produce the 
gene product encoded by the isolated fragment (in the case of an ORF) or can be used to 
produce a heterologous protein under the control of the EMF. 

25 Any host/vector system can be used to express one or more of the ORFs of the 

present invention. These include, but are not limited to, eukaryotic hosts such as HeLa cells, 
Cv-1 cell, COS cells, 293 cells, and Sf9 cells, as well as prokaryotic host such as E. coli and 
B. snbtilis. The most preferred cells are those which do not normally express the particular 
polypeptide or protein or which expresses the polypeptide or protein at low natural level. 

30 Mature proteins can be expressed in mammalian cells, yeast, bacteria, or other cells under 
the control of appropriate promoters. Cell-free translation systems can also be employed to 
produce such proteins using RNAs derived from the DNA constructs of the present 
invention. Appropriate cloning and expression vectors for use with prokaryotic and 
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eukaryotic hosts are described by Sambrook, et al., in Molecular Cloning: A Laboratory 
Manual, Second Edition, Cold Spring Harbor, New York (1989), the disclosure of which is 
hereby incorporated by reference. 

Various mammalian cell culture systems can also be employed to express 
5 recombinant protein. Examples of mammahan expression systems include the COS-7 lines 
of monkey kidney fibroblasts, described by Gluzman, Cell 23: 175 (1981). Other cell lines 
capable of expressing a compatible vector are, for example, the C127, monkey COS cells, 
Chinese Hamster Ovary (CHO) cells, human kidney 293 cells, human epidermal A431 cells, 
human Colo205 cells, 3T3 cells, CV-1 cells, other transformed primate cell lines, normal 

10 diploid cells, cell strains derived from in vitro culture of primary tissue, primary explants, 
HeLa cells, mouse L cells, BHK, HL-60, U937, HaK or Jurkat cells. Mammalian expression 
vectors will comprise an origin of replication, a suitable promoter and also any necessary 
ribosome binding sites, polyadenylation site, splice donor and acceptor sites, transcriptional 
termination sequences, and 5' flanking nontranscribed sequences. DNA sequences derived 

1 5 from the SV40 viral genome, for example, SV40 origin, early promoter, enhancer, splice, 
and polyadenylation sites may be used to provide the required nontranscribed genetic 
elements. Recombinant polypeptides and proteins produced in bacterial culture are usually 
isolated by initial extraction from cell pellets, followed by one or more salting-out, aqueous 
ion exchange or size exclusion chromatography steps. Protein refolding steps can be used, 

20 as necessary, in completing configuration of the mature protein. Finally, high performance 
liquid chromatography (HPLC) can be employed for final purification steps. Microbial cells 
employed in expression of proteins can be disrupted by any convenient method, including 
freeze-thaw cycling, sonication, mechanical disruption, or use of cell lysing agents. 

Alternatively, it may be possible to produce the protein in lower eukaryotes such as 

25 yeast or insects or in prokaryotes such as bacteria. Potentially suitable yeast strains include 
Saccliaronryces cerevisiae, Schizosaccharomyces pombe, Kluyveromyces strains, Candida^ 
or any yeast strain capable of expressing heterologous proteins. Potentially suitable bacterial 
strains include Escherichia coli, Bacillus subtilis, Salmonella typhimurium, or any bacterial 
strain capable of expressing heterologous proteins. If the protein is made in yeast or 

30 bacteria, it may be necessary to modify the protein produced therein, for example by 

phosphorylation or glycosylation of the appropriate sites, in order to obtain the functional 
protein. Such covalent attachments may be accomplished using known chemical or 
enzymatic methods. 
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In another embodiment of the present invention, cells and tissues may be engineered 
to express an endogenous gene comprising the polynucleotides of the invention under the 
control of inducible regulatory elements, in which case the regulatory sequences of the 
endogenous gene may be replaced by homologous recombination. As described herein, gene 
5 targeting can be used to replace a gene's existing regulatory region with a regulatory 
sequence isolated from a different gene or a novel regulatory sequence synthesized by 
genetic engineering methods. Such regulatory sequences may be comprised of promoters, 
enhancers, scaffold-attachment regions, negative regulatory elements, transcriptional 
initiation sites, and regulatory protein binding sites or combinations of said sequences. 

10 Alternatively, sequences which affect the structure or stability of the RNA or protein 
produced may be replaced, removed, added, or otherwise modified by targeting. These 
sequence include polyadenylation signals, mRNA stability elements, splice sites, leader 
sequences for enhancing or modifying transport or secretion properties of the protein, or 
other sequences which alter or improve the function or stability of protein or RNA 

15 molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 
gene under the control of the new regulatory sequence, e.g„ inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 
deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory* 

20 element. Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different 
cell-type specificity than the naturally occurring elements. Here, the naturally occurring 
sequences are deleted and new sequences are added. In all cases, the identification of the 
targeting event may be facilitated by the use of one or more selectable marker genes that are 

25 contiguous with the targeting DNA, allowing for the selection of cells in which the 

exogenous DNA has integrated into the host cell genome. The identification of the targeting 
event may also be facilitated by the use of one or more marker genes exhibiting the property 
of negative selection, such that the negatively selectable marker is linked to the exogenous 
DNA, but configured such that the negatively selectable marker flanks the targeting 

30 sequence, and such that a correct homologous recombination event with sequences in the 
host cell genome does not result in the stable integration of the negatively selectable marker. 
Markers useful for this purpose include the Herpes Simplex Virus thymidine kinase (TK) 
gene or the bacterial xanthine-guanine phosphoribosyl-transferase (gpt) gene. 
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The gene targeting or gene activation techniques which can be used in accordance 
with this aspect of the invention are more particularly described in U.S. Patent No. 5,272,071 
to Chappel; U.S. Patent No. 5,578,461 to Sherwin et aL; International Application No. 
PCT/US92/09627 (WO93/09222) by Selden et aL; and International Application No. 
5 PCT/US90/06436 (WO91/06667) by Skoultchi et aL, each of which is incorporated by 
reference herein in its entirety. 

4.6 POLYPEPTIDES OF THE INVENTION 

The isolated polypeptides of the invention include, but are not limited to, a 

10 polypeptide comprising: the amino acid sequences set forth as any one of SEQ ID NO: 685- 
1368, or 1967-2564 or an amino acid sequence encoded by any one of the nucleotide 
sequences SEQ ID NO: 1-684, or 1369-1966 or the corresponding full length or mature 
protein. Polypeptides of the invention also include polypeptides preferably with biological or 
immunological activity that are encoded by: (a) a polynucleotide having any one of the 

1 5 nucleotide sequences set forth in SEQ ID NO: 1-684, or 1369-1966 or (b) polynucleotides 
encoding any one of the amino acid sequences set forth as SEQ ID NO: 685-1368, or 1967- 
2564 or (c) polynucleotides that hybridize to the complement of the polynucleotides of either 
(a) or (b) under stringent hybridization conditions. The invention also provides biologically 
active or immunologically active variants of any of the amino acid sequences set forth as 

20 SEQ ID NO: 685-1368, or 1967-2564 or the corresponding full length or mature protein; and 
"substantial equivalents" thereof (e.g., with at least about 65%, at least about 70%, at least 
about 75%, at least about 80%, at least about 85%, 86%, 87%, 88%, 89%, at least about 
90%, 91%, 92%, 93%, 94%, typically at least about 95%, 96%, 97%, more typically at least 
about 98%, or most typically at least about 99% amino acid identity) that retain biological 

25 activity. Polypeptides encoded by allelic variants may have a similar, increased, or 

decreased activity compared to polypeptides comprising SEQ ED NO: 685-1368, or 1967- 
2564. 

Fragments of the proteins of the present invention which are capable of exhibiting 
biological activity are also encompassed by the present invention. Fragments of the protein 
30 may be in linear form or they may be cyclized using known methods, for example, as 
described in H. U. Saragovi, et aL, Bio/Technology 10, 773-778 (1992) and in R. S. 
McDowell, et aL, J. Amer. Chem. Soc. 1 14, 9245-9253 (1992), both of which are 
incorporated herein by reference. Such fragments may be fused to carrier molecules such as 
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immunoglobulins for many purposes, including increasing the valency of protein binding 
sites. Fragments are also identified in Tables 3A, 3B, 5, 7, or 8. 

The present invention also provides both full-length and mature forms (for example, 
without a signal sequence or precursor sequence) of the disclosed proteins. The protein 
5 coding sequence is identified in the sequence listing by translation of the disclosed 

nucleotide sequences. The predicted signal sequence is set forth in Table 5. The mature 
form of such protein may be obtained and confirmed by expression of a full-length 
polynucleotide in a suitable mammalian cell or other host cell and sequencing of the cleaved 
product One of skill in the art will recognize that the actual cleavage site may be different 

1 0 than that predicted in Table 5. The sequence of the mature form of the protein is also 

determinable from the amino acid sequence of the full-length form. Where proteins of the 
present invention are membrane bound, soluble forms of the proteins are also provided. In 
such forms, part or all of the regions causing the proteins to be membrane bound are deleted 
so that the proteins are fully secreted from the cell in which they are expressed (See, e.g., 

1 5 Sakal et al., Prep. Biochem. Biotechnol. (2000), 30(2), pp. 107-23, incorporated herein by 
reference). 

Protein compositions of the present invention may further comprise an acceptable 
carrier, such as a hydrophilic, e.g. 9 pharmaceutical^ acceptable, carrier. 

The present invention further provides isolated polypeptides encoded by the nucleic 

20 acid fragments of the present invention or by degenerate variants of the nucleic acid 
fragments of the present invention. By "degenerate variant" is intended nucleotide 
fragments which differ from a nucleic acid fragment of the present invention (e.g., an ORF) 
by nucleotide sequence but, due to the degeneracy of the genetic code, encode an identical 
polypeptide sequence. Preferred nucleic acid fragments of the present invention are the 

25 ORFs that encode proteins. 

A variety of methodologies known in the art can be utilized to obtain any one of the 
isolated polypeptides or proteins of the present invention. At the simplest level, the amino 
acid sequence can be synthesized using commercially available peptide synthesizers. The 
synthetically-constructed protein sequences, by virtue of sharing primary, secondary or 

30 tertiary structural and/or conformational characteristics with proteins may possess biological 
properties in common therewith, including protein activity. This technique is particularly 
useful in producing small peptides and fragments of larger polypeptides. Fragments are 
useful, for example, in generating antibodies against the native polypeptide. Thus, they may 
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be employed as biologically active or immunological substitutes for natural, purified 
proteins in screening of therapeutic compounds and in immunological processes for the 
development of antibodies. 

The polypeptides and proteins of the present invention can alternatively be purified 
5 from cells which have been altered to express the desired polypeptide or protein. As used 
herein, a cell is said to be altered to express a desired polypeptide or protein when the cell, 
through genetic manipulation, is made to produce a polypeptide or protein which it normally 
does not produce or which the cell normally produces at a lower level. One skilled in the art 
can readily adapt procedures for introducing and expressing either recombinant or synthetic 

10 sequences into eukaryotic or prokaryotic cells in order to generate a cell which produces one 
of the polypeptides or proteins of the present invention. 

The invention also relates to methods for producing a polypeptide comprising 
growing a culture of host cells of the invention in a suitable culture medium, and purifying 
the protein from the cells or the culture in which the cells are grown. For example, the 

1 5 methods of the invention include a process for producing a polypeptide in which a host cell 
containing a suitable expression vector that includes a polynucleotide of the invention is 
cultured under conditions that allow expression of the encoded polypeptide. The 
polypeptide can be recovered from the culture, conveniently from the culture medium, or 
from a lysate prepared from the host cells and further purified. Preferred embodiments 

20 include those in which the protein produced by such process is a full length or mature form 
of the protein. 

In an alternative method, the polypeptide or protein is purified from bacterial cells 
which naturally produce the polypeptide or protein. One skilled in the art can readily follow 
known methods for isolating polypeptides and proteins in order to obtain one of the isolated 

25 polypeptides or proteins of the present invention. These include, but are not limited to, 
immunochromatography, HPLC, size-exclusion chromatography, ion-exchange 
chromatography, and immuno-aflHnity chromatography. See, Scopes, Protein 
Purification: Principles and Practice, Springer-Verlag (1994); Sambrook, et al., in 
Molecular Cloning: A Laboratory Manual; Ausubel et al., Current Protocols in Molecular 

30 Biology. Polypeptide fragments that retain biological/immunological activity include 

fragments comprising greater than about 100 amino acids, or greater than about 200 amino 
acids, and fragments that encode specific protein domains. 
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The purified polypeptides can be used in in vitro binding assays which are well 
known in the art to identify molecules which bind to the polypeptides. These molecules 
include but are not limited to, for e.g., small molecules, molecules from combinatorial 
libraries, antibodies or other proteins. The molecules identified in the binding assay are then 
5 tested for antagonist or agonist activity in in vivo tissue culture or animal models that are 
well known in the art. In brief, the molecules are titrated into a plurality of cell cultures or 
animals and then tested for either cell/animal death or prolonged survival of the animal/cells. 

In addition, the peptides of the invention or molecules capable of binding to the 
peptides may be complexed with toxins, e.g., ricin or cholera, or with other compounds that 
10 ate toxic to cells. The toxin-binding molecule complex is then targeted to a tumor or other 
cell by the specificity of the binding molecule for SEQ ID NO: 685-1368, or 1967-2564. 

The protein of the invention may also be expressed as a product of transgenic 
animals, eg., as a component of the milk of transgenic cows, goats, pigs, or sheep which are 
characterized by somatic or germ cells containing a nucleotide sequence encoding the 
15 protein. 

The proteins provided herein also include proteins characterized by amino acid 
sequences similar to those of purified proteins but into which modification are naturally 
provided or deliberately engineered. For example, modifications, in the peptide or DNA 
sequence, can be made by those skilled in the art using known techniques. Modifications of 

20 interest in the protein sequences may include the alteration, substitution, replacement, 

insertion or deletion of a selected amino acid residue in the coding sequence. For example, 
one or more of the cysteine residues may be deleted or replaced with another amino acid to 
alter the conformation of the molecule. Techniques for such alteration, substitution, 
replacement, insertion or deletion are well known to those skilled in the art (see, e.g., U.S. 

25 Pat No. 4,5 1 8,584). Preferably, such alteration, substitution, replacement, insertion or 

deletion retains Hie desired activity of the protein. Regions of the protein that are important 
for the protein function can be determined by various methods known in the art including the 
alanine-scanning method which involved systematic substitution of single or strings of 
amino acids with alanine, followed by testing the resulting alanine^ontaining variant for 

30 biological activity. This type of analysis determines the importance of the substituted amino 
acid(s) in biological activity. Regions of the protein that are important for protein function 
may be determined by the eMATRDC program. 
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Other fragments and derivatives of the sequences of proteins which would be 
expected to retain protein activity in whole or in part and are useful for screening or other 
immunological methodologies may also be easily made by those skilled in the art given the 
disclosures herein. Such modifications are encompassed by the present invention. 
5 The protein may also be produced by operably linking the isolated polynucleotide of 

the invention to suitable control sequences in one or more insect expression vectors, and 
employing an insect expression system. Materials and methods for baculovirus/insect cell 
expression systems are commercially available in kit form from, eg., Invitrogen, San Diego, 
Calif., U.S.A. (the MaxBat™ kit), and such methods are well known in the art, as described 

10 in Summers and Smith, Texas Agricultural Experiment Station Bulletin No. 1555 (1987), 
incorporated herein by reference. As used herein, an insect cell capable of expressing a 
polynucleotide of the present invention is "transformed." 

The protein of the invention may be prepared by culturing transformed host cells 
under culture conditions suitable to express the recombinant protein. The resulting 

1 5 expressed protein may then be purified from such culture (Le. , from culture medium or cell 
extracts) using known purification processes, such as gel filtration and ion exchange 
chromatography. The purification of the protein may also include an affinity column 
containing agents which will bind to the protein; one or more column steps over such affinity 
resins as concanavalin A-agarose, heparin-toyopearl™ or Cibacrom blue 3GA Sepharose™; 

20 one or more steps involving hydrophobic interaction chromatography using such resins as 
phenyl ether, butyl ether, or propyl ether, or immunoaffinity chromatography. 

Alternatively, the protein of the invention may also be expressed in a form which will 
facilitate purification. For example, it may be expressed as a fusion protein, such as those of 
maltose binding protein (MBP), glutathione-S-transferase (GST) or thioredoxin (TRX), or as 

25 a His tag. Kits for expression and purification of such fusion proteins are commercially 
available from New England BioLab (Beverly, Mass.), Pharmacia (Piscataway, N. J.) and 
Invitrogen, respectively. The protein can also be tagged with an epitope and subsequently 
purified by using a specific antibody directed to such epitope. One such epitope ("FLAG®") 
is commercially available from Kodak (New Haven, Conn.). 

30 Finally, one or more reverse-phase high performance liquid chromatography (RP- 

HPLC) steps employing hydrophobic RP-HPLC media, e.g. 9 silica gel having pendant 
methyl or other aliphatic groups, can be employed to further purify the protein. Some or all 
of the foregoing purification steps, in various combinations, can also be employed to provide 
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a substantially homogeneous isolated recombinant protein. The protein thus purified is 
substantially free of other mammalian proteins and is defined in accordance with the present 
invention as an "isolated protein." 

The polypeptides of the invention include analogs (variants). This embraces 
5 fragments, as well as peptides in which one or more amino acids has been deleted, inserted, 
or substituted. Also, analogs of the polypeptides of the invention embrace fusions of the 
polypeptides or modifications of the polypeptides of the invention, wherein the polypeptide 
or analog is fused to another moiety or moieties, e.g., targeting moiety or another therapeutic 
agent. Such analogs may exhibit improved properties such as activity and/or stability. 

10 Examples of moieties which may be fused to the polypeptide or an analog include, for 

example, targeting moieties which provide for the delivery of polypeptide to pancreatic cells, 
e.g., antibodies to pancreatic cells, antibodies to immune cells such as T-cells, monocytes, 
dendritic cells, granulocytes, etc., as well as receptor and ligands expressed on pancreatic or 
immune cells. Other moieties which may be fused to the polypeptide include therapeutic 

1 5 agents which are used for treatment, for example, immunosuppressive drugs such as 

cyclosporin, SK506, azathioprine, CD3 antibodies and steroids. Also, polypeptides may be 
fused to immune modulators, and other cytokines such as alpha or beta interferon. 

4.6.1 DETERMINING POLYPEPTIDE AND POLYNUCLEOTIDE 
20 IDENTITY AND SIMILARITY 

Preferred identity and/or similarity are designed to give the largest match between 
the sequences tested. Methods to determine identity and similarity are codified in computer 
programs including, but are not limited to, the GCG program package, including GAP 
(Devereux, J., et al., Nucleic Acids Research 12(1):387 (1984); Genetics Computer Group, 

25 University of Wisconsin, Madison, WI), BLASTP, BLASTN, BLASTX, FASTA (Altschul, 
S.F. et al., J. Molec. Biol. 215:403-410 (1990), PSI-BLAST (Altschul S.F. et al., Nucleic 
Acids Res. vol. 25, pp. 3389-3402, herein incorporated by reference), eMatrix software (Wu 
et al., J. Comp. Biol., Vol. 6, pp. 219-235 (1999), herein incorporated by reference), eMotif 
software (Nevill-Manning et al, ISMB-97, Vol. 4, pp. 202-209, herein incorporated by 

30 reference), Pfam software (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1), pp. 320-322 
(1998), herein incorporated by reference) and the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), the GeneAtlas software (Molecular 
Simulations Inc. (MSI), San Diego, CA) (Sanchez and Sali (1998) Proc. Natl. Acad. Sci., 95, 
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13597-13602; Kitson DH et al, (2000) "Remote homology detection using structural 
modeling - an evaluation" Submitted; Fischer and Eisenberg (1996) Protein Sci. 5, 947- 
955), Neural Network SignalP VI. 1 program (from Center for Biological Sequence 
Analysis, The Technical University of Denmark) incorporated herein by reference). 

5 Polypeptide sequences were examined by a proprietary algorithm, SeqLoc that separates the 
proteins into three sets of locales: intracellular, membrane, or secreted. This prediction is 
based upon three characteristics of each polypeptide, including percentage of cysteine 
residues, Kyte-Doolittle scores for the first 20 amino acids of each protein, and Kyte- 
Doolittle scores to calculate the longest hydrophobic stretch of the said protein. Values of 

1 0 predicted proteins are compared against the values from a set of 592 proteins of known 

rellulpir localization fawn the Swissprot database flittp://ww.expasv.ch/sprot) . Predictions 
are based upon the maximum likelihood estimation. 

Pesence of transmembrane region(s) was detected using the TMpred program 
fhttp://ww.ch.embnetor^software/TMPRED form.html) . 

1 5 The BLAST programs are publicly available from the National Center for 

Biotechnology Information (NCBI) and other sources (BLAST Manual, Altschul, S., et al. 
NCBI NLM NIH Bethesda, MD 20894; Altschul, S., et al., J. Mol. Biol. 215:403^10 
(1990). 

4.7 CHIMERIC AND FUSION PROTEINS 

20 The invention also provides chimeric or fusion proteins. As used herein, a "chimeric 

protein" or "fusion protein" comprises a polypeptide of the invention operatively linked to 
another polypeptide. Within a fusion protein the polypeptide according to the invention can 
correspond to all or a portion of a protein according to the invention. In one embodiment, a 
fusion protein comprises at least one biologically active portion of a protein according to the 

25 invention. In another embodiment, a fusion protein comprises at least two biologically 
active portions of a protein according to the invention. Within the fusion protein, the term 
"operatively linked" is intended to indicate that the polypeptide according to the invention 
and the other polypeptide are fused in-frame to each other. The polypeptide can be fused to 
the N-terminus or C-terminus, or to the middle. 

30 For example, in one embodiment a fusion protein comprises a polypeptide according 

to the invention operably linked to the extracellular domain of a second protein. 
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In another embodiment, the fusion protein is a GST-fusion protein in which the 
polypeptide sequences of the invention are fused to the C-terminus of the GST (i.e., 
glutathione S-transferase) sequences. 

In another embodiment, the fusion protein is an immunoglobulin fusion protein in 

5 which the polypeptide sequences according to the invention comprise one or more domains 
fused to sequences derived from a member of the immunoglobulin protein family. The 
immunoglobulin fusion proteins of the invention can be incorporated into pharmaceutical 
compositions and administered to a subject to inhibit an interaction between a ligand and a 
protein of the invention on the surface of a cell, to thereby suppress signal transduction in 

10 vivo. The immunoglobulin fusion proteins can be used to affect the bioavailability of a 

cognate ligand. Inhibition of the ligand/protein interaction may be useful therapeutically for 
both the treatment of proliferative and differentiative disorders, e.g. t cancer as well as 
modulating (e.g., promoting or inhibiting) cell survival. Moreover, the immunoglobulin 
fusion proteins of the invention can be used as immunogens to produce antibodies in a 

1 5 subject, to purify ligands, and in screening assays to identify molecules that inhibit the 
interaction of a polypeptide of the invention with a ligand. 

A chimeric or fusion protein of the invention can be produced by standard 
recombinant DNA techniques. For example, DNA fragments coding for the different 
polypeptide sequences are ligated together in-frame in accordance with conventional 

20 techniques, eg. , by employing blunt-ended or stagger-ended termini for ligation, restriction 
enzyme digestion to provide for appropriate termini, filling-in of cohesive ends as 
appropriate, alkaline phosphatase treatment to avoid undesirable joining, and enzymatic 
ligation. In another embodiment, the fusion gene can be synthesized by conventional 
techniques including automated DNA synthesizers. Alternatively, PCR amplification of 

25 gene fragments can be carried out using anchor primers that give rise to complementary 
overhangs between two consecutive gene fragments that can subsequently be annealed and 
reamplified to generate a chimeric gene sequence (see, for example, Ausubel et al. (eds.) 
Current Protocols in Molecular Biology, John Wiley & Sons, 1992). Moreover, 
many expression vectors are commercially available that already encode a fusion moiety 

30 (e.g. , a GST polypeptide). A nucleic acid encoding a polypeptide of the invention can be 
cloned into such an expression vector such that the fusion moiety is linked in-frame to the 
protein of the invention. 
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Mutations in the polynucleotides of the invention gene may result in loss of normal 
function of the encoded protein. The invention thus provides gene therapy to restore normal 
activity of the polypeptides of the invention; or to treat disease states involving polypeptides 
5 of the invention. Delivery of a functional gene encoding polypeptides of the invention to 
appropriate cells is effected ex vrvo, in situ, or in vivo by use of vectors, and more 
particularly viral vectors (e.g., adenovirus, adeno-associated virus, or a retrovirus), or ex vivo 
by use of physical DNA transfer methods (e.g., liposomes or chemical treatments). See, for 
example, Anderson, Nature, supplement to vol. 392, no. 6679, pp.25-20 (1998). For 

10 additional reviews of gene therapy technology see Friedmann, Science, 244: 1275-1281 

(1989); Verma, Scientific American: 68-84 (1990); and Miller, Nature, 357: 455-460 (1992). 
Introduction of any one of the nucleotides of the present invention or a gene encoding the 
polypeptides of the present invention can also be accomplished with extrachromosomal 
substrates (transient expression) or artificial chromosomes (stable expression). Cells may 

1 5 also be cultured ex vivo in the presence of proteins of the present invention in order to 

proliferate or to produce a desired effect on or activity in such cells. Treated cells can then 
be introduced in vivo for therapeutic purposes. Alternatively, it is contemplated that in other 
human disease states, preventing the expression of or inhibiting the activity of polypeptides 
of the invention will be useful in treating the disease states. It is contemplated that antisense 

20 therapy or gene therapy could be applied to negatively regulate the expression of 
polypeptides of the invention. 

Other methods inhibiting expression of a protein include the introduction of antisense 
molecules to the nucleic acids of the present invention, their complements, or their translated 
RNA sequences, by methods known in the art. Further, the polypeptides of the present 

25 invention can be inhibited by using targeted deletion methods, or the insertion of a negative 
regulatory element such as a silencer, which is tissue specific. 

The present invention still further provides cells genetically engineered in vivo to 
express the polynucleotides of the invention, wherein such polynucleotides are in operative 
association with a regulatory sequence heterologous to the host cell which drives expression of 

30 the polynucleotides in the cell. These methods can be used to increase or decrease the 
expression of the polynucleotides of the present invention. 

Knowledge of DNA sequences provided by the invention allows for modification of 
cells to permit, increase, or decrease, expression of endogenous polypeptide. Cells can be 
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modified (e.g., by homologous recombination) to provide increased polypeptide expression by 
replacing, in whole or in part, the naturally occurring promoter with all or part of a heterologous 
promoter so that the cells express the protein at higher levels. The heterologous promoter is 
inserted in such a manner that it is operatively linked to the desired protein encoding sequences. 
5 See, for example, PCT International Publication No. WO 94/12650, PCT International 

Publication No. WO 92/20808, and PCT International Publication No. WO 91/09955. It is also 
contemplated that, in addition to heterologous promoter DNA, amplifiable marker DNA (e.g., 
ada, dhfir, and the multifunctional CAD gene which encodes caibamyl phosphate synthase, 
aspartate transcarbamylase, and dihydroorotase) and/or intron DNA may be inserted along with 

10 the heterologous promoter DNA. If linked to the desired protein coding sequence, 

amplification of the marker DNA by standard selection methods results in co-amplification of 
the desired protein coding sequences in the cells. 

In another embodiment of the present invention, cells and tissues may be engineered to 
express an endogenous gene comprising the polynucleotides of the invention under the control 

15 of inducible regulatory elements, in which case the regulatory sequences of the endogenous 
gene may be replaced by homologous recombination. As described herein, gene targeting can 
be used to replace a gene's existing regulatory region with a regulatory sequence isolated from 
a different gene or a novel regulatory sequence synthesized by genetic engineering methods. 
Such regulatory sequences may be comprised of promoters, enhancers, scaffold-attachment 

20 regions, negative regulatory elements, transcriptional initiation sites, regulatory protein binding 
sites or combinations of said sequences. Alternatively, sequences which affect the structure or 
stability of the RNA or protein produced may be replaced, removed, added, or otherwise 
modified by targeting. These sequences include polyadenylation signals, mRNA stability 
elements, splice sites, leader sequences for enhancing or modifying transport or secretion 

25 properties of the protein, or other sequences which alter or improve the function or stability of 
protein or RNA molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 
gene under the control of the new regulatory sequence, e.g., inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 

30 deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory 
element Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different cell-type 
specificity than the naturally occurring elements. Here, the naturally occurring sequences are 
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deleted and new sequences are added. In all cases, the identification of the targeting event may 
be facilitated by the use of one or more selectable marker genes that are contiguous with the 
targeting DNA, allowing for the selection of cells in which the exogenous DNA has integrated 
into the cell genome. The identification of the targeting event may also be facilitated by the use 
5 of one or more marker genes exhibiting the property of negative selection, such that the 
negatively selectable marker is linked to the exogenous DNA, but configured such that the 
negatively selectable marker flanks the targeting sequence, and such that a correct homologous 
recombination event with sequences in the host cell genome does not result in the stable 
integration of the negatively selectable marker. Markers useful for this purpose include the 

10 Herpes Simplex Virus thymidine kinase (TK) gene or the bacterial xanthine-guanine 
phosphoribosyl-transferase (gpt) gene. 

The gene targeting or gene activation techniques which can be used in accordance with 
this aspect of the invention are more particularly described in U.S. Patent No. 5,272,071 to 
Chappel; U.S. Patent No. 5,578,461 to Sherwin et al.; International Application No. 

1 5 PCT/US92/09627 (WO93/09222) by Selden et al.; and International Application No. 
PCT/US90/06436 (WO91/06667) by Skoultchi et aL, each of which is incorporated by 
reference herein in its entirety. 

4.9 TRANSGENIC ANIMALS 

20 In preferred methods to determine biological functions of the polypeptides of the 

invention in vivo, one or more genes provided by the invention are either over expressed or 
inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 
control of exogenous or endogenous promoter elements, are known as transgenic animals. 

25 Animals in which an endogenous gene has been inactivated by homologous recombination 
are referred to as "knockout" animals. Knockout animals, preferably non-human mammals, 
can be prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. 
Transgenic animals are useful to determine the roles polypeptides of the invention play in 
biological processes, and preferably in disease states. Transgenic animals are useful as model 

30 systems to identify compounds that modulate lipid metabolism. Transgenic animals, 

preferably non-human mammals, are produced using methods as described in U.S. Patent No 
5,489,743 and PCT Publication No. W094/28 122, incorporated herein by reference. 
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Transgenic animals can be prepared wherein all or part of a promoter of the 
polynucleotides of the invention is either activated or inactivated to alter the level of 
expression of the polypeptides of the invention. Inactivation can be carried out using 
homologous recombination methods described above. Activation can be achieved by 
5 supplementing or even replacing the homologous promoter to provide for increased protein 
expression. The homologous promoter can be supplemented by insertion of one or more 
heterologous enhancer elements known to confer promoter activation in a particular tissue. 

The polynucleotides of the present invention also make possible the development, 
through, e.g., homologous recombination or knock out strategies, of animals that fail to 

10 express polypeptides of the invention or that express a variant polypeptide. Such animals are 
useful as models for studying the in vivo activities of polypeptide as well as for studying 
modulators of the polypeptides of the invention. 

In preferred methods to determine biological functions of the polypeptides of the 
invention in vrvo, one or more genes provided by the invention are either over expressed or 

15 inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 
control of exogenous or endogenous promoter elements, are known as transgenic animals. 
Animals in which an endogenous gene has been inactivated by homologous recombination 
are referred to as "knockout" animals. Knockout animals, preferably non-human mammals, 

20 can be prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. 
Transgenic animals are useful to determine the roles polypeptides of the invention play in 
biological processes, and preferably in disease states. Transgenic animals are useful as model 
systems to identify compounds that modulate lipid metabolism. Transgenic animals, 
preferably non-human mammals, are produced using methods as described in U.S. Patent No 

25 5,489,743 and PCT Publication No. W094/28122, incorporated herein by reference. 

Transgenic animals can be prepared wherein all or part of the polynucleotides of the 
invention promoter is either activated or inactivated to alter the level of expression of the 
polypeptides of the invention. Inactivation can be carried out using homologous 
recombination methods described above. Activation can be achieved by supplementing or 

30 even replacing the homologous promoter to provide for increased protein expression. The 
homologous promoter can be supplemented by insertion of one or more heterologous 
enhancer elements known to confer promoter activation in a particular tissue. 
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4.10 USES AND BIOLOGICAL ACTIVITY 

The polynucleotides and proteins of the present invention are expected to exhibit one 
or more of the uses or biological activities (including those associated with assays cited 
herein) identified herein- Uses or activities described for proteins of the present invention 
5 may be provided by administration or use of such proteins or of polynucleotides encoding 
such proteins (such as, for example, in gene therapies or vectors suitable for introduction of 
DNA). The mechanism underlying the particular condition or pathology will dictate whether 
the polypeptides of the invention, the polynucleotides of the invention or modulators 
(activators or inhibitors) thereof would be beneficial to the subject in need of treatment 

10 Thus, "therapeutic compositions of the invention** include compositions comprising isolated 
polynucleotides (including recombinant DNA molecules, cloned genes and degenerate 
variants thereof) or polypeptides of the invention (including full length protein, mature 
protein and truncations or domains thereof), or compounds and other substances that 
modulate the overall activity of the target gene products, either at the level of target 

1 5 gene/protein expression or target protein activity. Such modulators include polypeptides, 
analogs, (variants), including fragments and fusion proteins, antibodies and other binding 
proteins; chemical compounds that directly or indirectly activate or inhibit the polypeptides 
of the invention (identified, e.g., via drug screening assays as described herein); antisense 
polynucleotides and polynucleotides suitable for triple helix formation; and in particular 

20 antibodies or other binding partners that specifically recognize one or more epitopes of the 
polypeptides of the invention. 

The polypeptides of the present invention may likewise be involved in cellular 
activation or in one of the other physiological pathways described herein. 

25 4.10.1 RESEARCH USES AND UTILITIES 

The polynucleotides provided by the present invention can be used by the research 
community for various purposes. The polynucleotides can be used to express recombinant 
protein for analysis, characterization or therapeutic use; as markers for tissues in which the 
corresponding protein is preferentially expressed (either constitutively or at a particular stage 

30 of tissue differentiation or development or in disease states); as molecular weight markers on 
gels; as chromosome markers or tags (when labeled) to identify chromosomes or to map 
related gene positions; to compare with endogenous DNA sequences in patients to identify 
potential genetic disorders; as probes to hybridize and thus discover novel, related DNA 
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sequences; as a source of information to derive PCR primers for genetic fingerprinting; as a 
probe to "subtract-out 11 known sequences in the process of discovering other novel 
polynucleotides; for selecting and making oligomers for attachment to a "gene chip" or other 
support, including for examination of expression patterns; to raise anti-protein antibodies 
5 using DNA immunization techniques; and as an antigen to raise anti-DNA antibodies or 
elicit another immune response. Where the polynucleotide encodes a protein which binds or 
potentially binds to another protein (such as, for example, in a receptor-ligand interaction), 
the polynucleotide can also be used in interaction trap assays (such as, for example, that 
described in Gyuris et al., Cell 75:791-803 (1993)) to identify polynucleotides encoding the 

10 other protein with which binding occurs or to identify inhibitors of the binding interaction. 

The polypeptides provided by the present invention can similarly be used in assays to 
determine biological activity, including in a panel of multiple proteins for high-throughput 
screening; to raise antibodies or to elicit another immune response; as a reagent (including 
the labeled reagent) in assays designed to quantitatively determine levels of the protein (or 

15 its receptor) in biological fluids; as markers for tissues in which the corresponding 

polypeptide is preferentially expressed (either constitutively or at a particular stage of tissue 
differentiation or development or in a disease state); and, of course, to isolate correlative 
receptors or ligands. Proteins involved in these binding interactions can also be used to 
screen for peptide or small molecule inhibitors or agonists of the binding interaction. 

20 Any or all of these research utilities are capable of being developed into reagent 

grade or kit format for commercialization as research products. 

Methods for performing the uses listed above are well known to those skilled in the 
art References disclosing such methods include without limitation "Molecular Cloning: A 
Laboratory Manual", 2d ed., Cold Spring Harbor Laboratory Press, Sambrook, J., E. F. 

25 Fritsch and T. Maniatis eds., 1989, and "Methods in Enzymology: Guide to Molecular 
Cloning Techniques", Academic Press, Berger, S. L. and A. R. Kimmel eds., 1987. 

4.10.2 NUTRITIONAL USES 

Polynucleotides and polypeptides of the present invention can also be used as 
30 nutritional sources or supplements. Such uses include without limitation use as a protein or 
amino acid supplement, use as a carbon source, use as a nitrogen source and use as a source of 
carbohydrate. In such cases the polypeptide or polynucleotide of the invention can be added to 
the feed of a particular organism or can be administered as a separate solid or liquid 
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preparation, such as in the form of powder, pills, solutions, suspensions or capsules. In the case 
of microorganisms, the polypeptide or polynucleotide of the invention can be added to the 
medium in or on which the microorganism is cultured. 

5 4.103 CYTOKINE AND CELL PROOFERATION/DIFFERENTIATION 

ACTIVITY 

A polypeptide of the present invention may exhibit activity relating to. cytokine, cell 
proliferation (either inducing or inhibiting) or cell differentiation (either inducing or 
inhibiting) activity or may induce production of other cytokines in certain cell populations. 

10 A polynucleotide of the invention can encode a polypeptide exhibiting such attributes. 
Many protein factors discovered to date, including all known cytokines, have exhibited 
activity in one or more factor-dependent cell proliferation assays, and hence the assays serve 
as a convenient confirmation of cytokine activity. The activity of therapeutic compositions 
of the present invention is evidenced by any one of a number of routine factor dependent cell 

15 proliferation assays for cell lines including, without limitation, 32D, DA2, DA1G, T10, B9, 
B9/1 1, BaF3, MC9/G, M4{preB M+), 2E8, RB5, DAI, 123, Tl 165, HT2, CTLL2, TF-1, 
Mo7e, CMK, HUVEC, and Caco. Therapeutic compositions of the invention can be used in 
the following: 

Assays for T-cell or thymocyte proliferation include without limitation those 
20 described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. 

Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 

Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 

Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; 

Bertagnolli et al., J. Immunol. 145:1706-1712, 1990; Bertagnolli et al., Cellular Immunology 
25 133:327-341, 1991; Bertagnolli, et al., I. Immunol. 149:3778-3783, 1992; Bowman et al., I. 

Immunol. 152:1756-1761, 1994. 

Assays for cytokine production and/or proliferation of spleen cells, lymph node cells 

or thymocytes include, without limitation, those described in: Polyclonal T ceU stimulation, 

Kruisbeek, A. M. and Shevach, E. M. In Current Protocols in Immunology. J. E. e.a. Coligan 
30 eds. Vol 1 pp. 3.12.1-3.12.14, John Wiley and Sons, Toronto. 1994; and Measurement of 

mouse and human interleukm-y, Schreiber, IL D. In Current Protocols in Immunology. J. E. 

e.a. Coligan eds. Vol 1 pp. 6.8.1-6.8.8, John Wiley and Sons, Toronto. 1994. 
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Assays for proliferation and differentiation of hematopoietic and lymphopoietic cells 
include, without limitation, those described in: Measurement of Human and Murine 
Interleukin 2 and Interleukin 4, Bottomly, K., Davis, L. S. and Lipsky, P. E. In Current 
Protocols in Immunology. J. E. e.a. Coligan eds. Vol 1 pp. 63.1-6.3.12, John Wiley and 
5 Sons, Toronto. 1991; deVries et aL, J. Exp. Med. 173:1205-121 1, 1991; Moreau et al., 
Nature 336:690-692, 1988; Greenberger et al., Proc. Natl. Acad. Sci. U.S.A. 80:2931-2938, 
1983; Measurement of mouse and human interleukin 6— Nordan, R. In Current Protocols in 
Immunology. J. E. Coligan eds. Vol 1 pp. 6.6.1-6.6.5, John Wiley and Sons, Toronto. 1991; 
Smith et al., Proc. Natl. Aced. Sci. U.S.A. 83:1857-1861, 1986; Measurement of human 

10 Interleukin 1 1-Bennett, F., Giannotti, J, Clark, S. C. and Turner, JL J. In Current Protocols 
in Immunology. J. E. Coligan eds. Vol 1 pp. 6.15.1 John Wiley and Sons, Toronto. 1991; 
Measurement of mouse and human Interleukin 9— Ciarletta, A., Giannotti, J., Clark, S. C. 
and Turner, K. J. In Current Protocols in Immunology. J. E. Coligan eds. Vol 1 pp. 6.13.1, 
John Wiley and Sons, Toronto. 1991. 

15 Assays for T-cell clone responses to antigens (which will identify, among others, 

proteins that affect APC-T cell interactions as well as direct T-cell effects by measuring 
proliferation and cytokine production) include, without limitation, those described in: 
Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. Margulies, 
E. M. Shevach, W Strober, Pub. Greene Publishing Associates and Wiley-Interscience 

20 (Chapter 3, In Vitro assays for Mouse Lymphocyte Function; Chapter 6, Cytokines and their 
cellular receptors; Chapter 7, Immunologic studies in Humans); Weinberger et al., Proc. 
Natl. Acad. Sci. USA 77:6091-6095, 1980; Weinberger et al, Eur. J. Immun. 11:405-411, 
1981; Takai et al., J. Immunol. 137:3494-3500, 1986; Takai et al., J. Immunol. 140:508-512, 
1988. 

25 

4.10.4 STEM CELL GROWTH FACTOR ACTIVITY 
A polypeptide of the present invention may exhibit stem cell growth factor activity 
and be involved in the proliferation, differentiation and survival of pluripotent and totipotent 
stem cells including primordial germ cells, embryonic stem cells, hematopoietic stem cells 
30 and/or germ line stem cells. Administration of the polypeptide of the invention to stem cells 
in vivo or ex vivo is expected to maintain and expand cell populations in a totipotential or 
pluiipotential state which would be useful for re-engineering damaged or diseased tissues, 
transplantation, manufacture of bio-pharmaceuticals and the development of bio-sensors. 
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The ability to produce large quantities of human cells has important working applications for 
the production of human proteins which currently must be obtained from non-human sources 
or donors, implantation of cells to treat diseases such as Parkinson's, Alzheimer's and other 
neurodegenerative diseases; tissues for grafting such as bone marrow, skin, cartilage, 
5 tendons, bone, muscle (including cardiac muscle), blood vessels, cornea, neural cells, 
gastrointestinal cells and others; and organs for transplantation such as kidney, liver, 
pancreas (including islet cells), heart and lung. 

It is contemplated that multiple different exogenous growth factors and/or cytokines 
may be administered in combination with the polypeptide of the invention to achieve the 
10 desired effect, including any of the growth factors listed herein, other stem cell maintenance 
factors, and specifically including stem cell factor (SCF), leukemia inhibitory factor (UF), 
Flt-3 ligand (Flt-3L), any of the interleukdns, recombinant soluble IL-6 receptor fused to TL- 
6, macrophage inflammatory protein 1 -alpha (MEM -alpha), G-CSF, GM-CSF, 
thrombopoietin (TPO), platelet factor 4 (PF-4), platelet-derived growth factor (PDGF), 
15 neural growth factors and basic fibroblast growth factor (bFGF). 

Since totipotent stem cells can give rise to virtually any mature cell type, expansion 
of these cells in culture will facilitate the production of large quantities of mature cells. 
Techniques for culturing stem cells are known in the art and administration of polypeptides 
of the invention, optionally with other growth factors and/or cytokines, is expected to 
20 enhance the survival and proliferation of the stem cell populations. This can be 

accomplished by direct administration of the polypeptide of the invention to the culture 
medium. Alternatively, stroma cells transfected with a polynucleotide that encodes for the 
polypeptide of the invention can be used as a feeder layer for the stem cell populations in 
culture or in vivo. Stromal support cells for feeder layers may include embryonic bone 
25 marrow fibroblasts, bone marrow stromal cells, fetal liver cells, or cultured embryonic 
fibroblasts (see U.S. Patent No. 5,690,926). 

Stem cells themselves can be transfected with a polynucleotide of the invention to 
induce autocrine expression of the polypeptide of the invention. This will allow for 
generation of undifferentiated totipotential/pluripotential stem cell lines that are useful as is 
30 or that can then be differentiated into the desired mature cell types. These stable cell lines 
can also serve as a source of undifferentiated totipotential/pluripotential mRNA to create 
cDNA libraries and templates for polymerase chain reaction experiments. These studies 
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would allow for the isolation and identification of differentially expressed genes in stem cell 
populations that regulate stem cell proliferation and/or maintenance. 

Expansion and maintenance of totipotent stem cell populations will be useful in the 
treatment of many pathological conditions. For example, polypeptides of the present 
5 invention may be used to manipulate stem cells in culture to give rise to neuroepithelial cells 
that can be used to augment or replace cells damaged by illness, autoimmune disease, 
accidental damage or genetic disorders. The polypeptide of the invention may be useful for 
inducing the proliferation of neural cells and for the regeneration of nerve and brain tissue, 
i.e. for the treatment of central and peripheral nervous system diseases and neuropathies, as 

1 0 well as mechanical and traumatic disorders which involve degeneration, death or trauma to 
neural cells or nerve tissue. In addition, the expanded stem cell populations can also be 
genetically altered for gene therapy purposes and to decrease host rejection of replacement 
tissues after grafting or implantation. 

Expression of the polypeptide of the invention and its effect on stem cells can also be 

1 5 manipulated to achieve controlled differentiation of the stem cells into more differentiated 
cell types. A broadly applicable method of obtaining pure populations of a specific 
differentiated cell type from undifferentiated stem cell populations involves the use of a cell- 
type specific promoter driving a selectable marker. The selectable marker allows only cells 
of the desired type to survive. For example, stem cells can be induced to differentiate into 

20 cardiomyocytes (Wobus et aL, Differentiation, 48: 173-182, (1991); Klug et al., J. Clin. 
Invest, 98(1): 216-224, (1998)) or skeletal muscle cells (Browder, L. W. In: Principles of 
Tissue Engineering eds. Lanza et aL, Academic Press (1997)). Alternatively, directed 
differentiation of stem cells can be accomplished by culturing the stem cells in the presence 
of a differentiation factor such as retinoic acid and an antagonist of the polypeptide of the 

25 invention which would inhibit the effects of endogenous stem cell factor activity and allow 
differentiation to proceed. 

In vitro cultures of stem cells can be used to determine if the polypeptide of the 
invention exhibits stem cell growth factor activity. Stem cells are isolated from any one of 
various cell sources (including hematopoietic stem cells and embryonic stem cells) and 

30 cultured on a feeder layer, as described by Thompson et al. Proc. Natl. Acad. Sci, U.S.A., 
92: 7844-7848 (1995), in the presence of the polypeptide of the invention alone or in 
combination with other growth factors or cytokines. The ability of the polypeptide of the 



WO 2004/080148 



PCT/US2003/030720 



49 

invention to induce stem cells proliferation is determined by colony formation on semi-solid 
support e.g. as described by Bernstein et aL, Blood, 77: 2316-2321 (1991). 

4,10.5 BOEMATOPOEESIS REGULATING ACTIVITY 

5 A polypeptide of the present invention may be involved in regulation of 

hematopoiesis and, consequently, in the treatment of myeloid or lymphoid cell disorders. 
Even marginal biological activity in support of colony forming cells or of factor-dependent 
cell lines indicates involvement in regulating hematopoiesis, e.g. in supporting the growth 
and proliferation of erythroid progenitor cells alone or in combination with other cytokines, 

10 thereby indicating utility, for example, in treating various anemias or for use in conjunction 
with irradiation/chemotherapy to stimulate the production of erythroid precursors and/or 
erythroid cells; in supporting the growth and proliferation of myeloid cells such as 
granulocytes and monocytes/macrophages (i.e., traditional CSF activity) useful, for example, 
in conjunction with chemotherapy to prevent or treat consequent myelo-suppression; in 

1 5 supporting the growth and proliferation of megakaryocytes and consequently of platelets 
thereby allowing prevention or treatment of various platelet disorders such as 
thrombocytopenia, and generally for use in place of or complimentary to platelet 
transfusions; and/or in supporting the growth and proliferation of hematopoietic stem cells 
which are capable of maturing to any and all of the above-mentioned hematopoietic cells and 

20 therefore find therapeutic utility in various stem cell disorders (such as those usually treated 
with transplantation, including, without limitation, aplastic anemia and paroxysmal nocturnal 
hemoglobinuria), as well as in repopulating the stem cell compartment post 
irradiation/chemotherapy, either in-vivo or ex-vivo (i.e., in conjunction with bone marrow 
transplantation or with peripheral progenitor cell transplantation (homologous or 

25 heterologous)) as normal cells or genetically manipulated for gene therapy. 

Therapeutic compositions of the invention can be used in the following: 
Suitable assays for proliferation and differentiation of various hematopoietic lines are 
cited above. 

Assays for embryonic stem cell differentiation (which will identify, among others, 
30 proteins that influence embryonic differentiation hematopoiesis) include, without limitation, 
those described in: Johansson et al. Cellular Biology 15:141-151, 1995; Keller et al., 
Molecular and Cellular Biology 13:473^86, 1993; McClanahan et al., Blood 81:2903-2915, 
1993. 
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Assays for stem cell survival and differentiation (which will identify, among others, 
proteins that regulate lympho-hematopoiesis) include, without limitation, those described in: 
Methylcellulose colony forming assays, Freshney, M. G. In Culture of Hematopoietic Cells. 
R. I. Freshney, et al. eds. Vol pp. 265-268, Wiley-Liss, Inc., New York, N.Y. 1994; 
5 Hirayama et al, Proc. Natl. Acad. Sci. USA 89:5907-591 1, 1992; Primitive hematopoietic 
colony forming cells with high proliferative potential, McNiece, I. K. and Briddell, R. A. In 
Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 23-39, Wiley-Liss, Inc., 
New York, N.Y. 1994; Nehen et al., Experimental Hematology 22:353-359, 1994; 
Cobblestone area forming cell assay, Ploemacher, R. E. In Culture of Hematopoietic Cells. 

10 R. I. Freshney, et al. eds. Vol pp. 1-21, Wiley-Liss, Inc., New York, N.Y. 1 994; Long term 
bone marrow cultures in the presence of stromal cells, Spooncer, E., Dexter, M. and Allen, 
T. In Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 163-179, Wiley-Liss, 
Inc., New York, N.Y. 1994; Long term culture initiating cell assay, Sutherland, H. J. In 
Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 139-162, Wiley-Liss, Inc., 

15 New York, N.Y. 1994. 

4.10.6 TISSUE GROWTH ACTIVITY 

A polypeptide of the present invention also may be involved in bone, cartilage, 
tendon, ligament and/or nerve tissue growth ot regeneration, as well as in wound healing and 

20 tissue repair and replacement, and in healing of burns, incisions and ulcers. 

A polypeptide of the present invention which induces cartilage and/or bone growth in 
circumstances where bone is not normally formed, has application in the healing of bone 
fractures and cartilage damage or defects in humans and other animals. Compositions of a 
polypeptide, antibody, binding partner, or other modulator of the invention may have 

25 prophylactic use in closed as well as open fracture reduction and also in the improved 
fixation of artificial joints. De novo bone formation induced by an osteogenic agent 
contributes to the repair of congenital, trauma induced, or oncologic resection induced 
craniofacial defects, and also is useful in cosmetic plastic surgery. 

A polypeptide of this invention may also be involved in attracting bone-forming 

30 cells, stimulating growth of bone-forming cells, or inducing differentiation of progenitors of 
bone-forming cells. Treatment of osteoporosis, osteoarthritis, bone degenerative disorders, or 
periodontal disease, such as through stimulation of bone and/or cartilage repair or by 
blocking inf lamma tion or processes of tissue destruction (collagenase activity, osteoclast 
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activity, etc.) mediated by inflammatory processes may also be possible using the 
composition of the invention. 

Another category of tissue regeneration activity that may involve the polypeptide of 
the present invention is tendon/ligament formation. Induction of tendon/ligament-like tissue 
5 or other tissue formation in circumstances where such tissue is not normally formed, has 
application in the healing of tendon or ligament tears, deformities and other tendon or 
ligament defects in humans and other animals. Such a preparation employing a 
tendon/ligament-like tissue inducing protein may have prophylactic use in preventing 
damage to tendon or ligament tissue, as well as use in the improved fixation of tendon or 

10 ligament to bone or other tissues, and in repairing defects to tendon or ligament tissue. De 
novo tendon/ligament-like tissue formation induced by a composition of the present 
invention contributes to the repair of congenital, trauma induced, or other tendon or ligament 
defects of other origin, and is also useful in cosmetic plastic surgery for attachment or repair 
of tendons or ligaments. The compositions of the present invention may provide 

1 5 environment to attract tendon- or ligament-forming cells, stimulate growth of tendon- or 

ligament-forming cells, induce differentiation of progenitors of tendon- or ligament-forming 
cells, or induce growth of tendon/ligament cells or progenitors ex vivo for return in vivo to 
effect tissue repair. The compositions of the invention may also be useful in the treatment of 
tendinitis, carpal tunnel syndrome and other tendon or ligament defects. The compositions 

20 may also include an appropriate matrix and/or sequestering agent as a carrier as is well 
known in the art 

The compositions of the present invention may also be useful for proliferation of 
neural cells and for regeneration of nerve and brain tissue, i.e. for the treatment of central 
and peripheral nervous system diseases and neuropathies, as well as mechanical and 

25 traumatic disorders, which involve degeneration, death or trauma to neural cells or nerve 
tissue. More specifically, a composition may be used in the treatment of diseases of the 
peripheral nervous system, such as peripheral nerve injuries, peripheral neuropathy and 
localized neuropathies, and central nervous system diseases, such as Alzheimer's, 
Parkinson's disease, Huntington's disease, amyotrophic lateral sclerosis, and Shy-Drager 

30 syndrome. Further conditions which may be treated in accordance with the present invention 
include mechanical and traumatic disorders, such as spinal cord disorders, head trauma and 
cerebrovascular diseases such as stroke. Peripheral neuropathies resulting from 
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chemotherapy or other medical therapies may also be treatable using a composition of the 
invention. 

Compositions of the invention may also be useful to promote better or faster closure 
of non-healing wounds, including without limitation pressure ulcers, ulcers associated with 
5 vascular insufficiency, surgical and traumatic wounds, and the like. 

Compositions of the present invention may also be involved in the generation or 
regeneration of other tissues, such as organs (including, for example, pancreas, liver, 
intestine, kidney, skin, endothelium), muscle (smooth, skeletal or cardiac) and vascular 
(including vascular endothelium) tissue, or for promoting the growth of cells comprising 
1 0 such tissues. Part of the desired effects may be by inhibition or modulation of fibrotic 

scarring may allow normal tissue to regenerate. A polypeptide of the present invention may 
also exhibit angiogenic activity. 

A composition of the present invention may also be useful for gut protection or 
regeneration and treatment of lung or liver fibrosis, reperfusion injury in various tissues, and 
1 5 conditions resulting from systemic cytokine damage. 

A composition of the present invention may also be useful for promoting or 
inhibiting differentiation of tissues described above from precursor tissues or cells; or for 
inhibiting the growth of tissues described above. 

Therapeutic compositions of the invention can be used in the following: 
20 Assays for tissue generation activity include, without limitation, those described in: 

International Patent Publication No. WO95/16035 (bone, cartilage, tendon); International 
Patent Publication No. WO95/05846 (nerve, neuronal); International Patent Publication No. 
WO91/07491 (skin, endothelium). 

Assays for wound healing activity include, without limitation, those described in: 
25 Winter, Epidermal Wound Healing, pps. 71-1 12 (Maibach, H. I. and Rovee, D. T., eds.), 

Year Book Medical Publishers, Inc., Chicago, as modified by Eaglstein and Mertz, J. Invest 
Dermatol 71:382-84 (1978). 

4.10.7 IMMUNE STIMULATING OR SUPPRESSING ACTIVITY 

30 A polypeptide of the present invention may also exhibit immune stimulating or 

immune suppressing activity, including without limitation the activities for which assays are 
described herein. A polynucleotide of the invention can encode a polypeptide exhibiting 
such activities. A protein may be useful in the treatment of various immune deficiencies and 
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disorders (including severe combined immunodeficiency (SCID)), e.g., in regulating (up or 
down) growth and proliferation of T and/or B lymphocytes, as well as effecting the cytolytic 
activity of NK cells and other cell populations. These immune deficiencies may be genetic or 
be caused by viral (e.g., HIV) as well as bacterial or fungal infections, or may result from 
5 autoimmune disorders. More specifically, infectious diseases causes by viral, bacterial, 
fungal or other infection may be treatable using a protein of the present invention, including 
infections by HIV, hepatitis viruses, herpes viruses, mycobacteria, Leishmania spp., malaria 
spp. and various fungal infections such as candidiasis. Of course, in this regard, proteins of 
the present invention may also be useful where a boost to the immune system generally may 

10 be desirable, i.e., in the treatment of cancer. 

Autoimmune disorders which may be treated using a protein of the present invention 
include, for example, connective tissue disease, multiple sclerosis, systemic lupus 
erythematosus, rheumatoid arthritis, autoimmune pulmonary inflammation, Guillain-Barre 
syndrome, autoimmune thyroiditis, insulin dependent diabetes mellitis, myasthenia gravis, 

1 5 graft-versus-host disease and autoimmune inflammatory eye disease. Such a protein (or 
antagonists thereof, including antibodies) of the present invention may also to be useful in 
the treatment of allergic reactions and conditions (e.g., anaphylaxis, serum sickness, drug 
reactions, food allergies, insect venom allergies, mastocytosis, allergic rhinitis, 
hypersensitivity pneumonitis, urticaria, angibedema, eczema, atopic dermatitis, allergic 

20 contact dermatitis, erythema multiforme, Stevens-Johnson syndrome, allergic conjunctivitis, 
atopic keratoconjunctivitis, venereal keratoconjunctivitis, giant papillary conjunctivitis and 
contact allergies), such as asthma (particularly allergic asthma) or other respiratory 
problems. Other conditions, in which immune suppression is desired (including, for 
example, organ transplantation), may also be treatable using a protein (or antagonists 

25 thereof) of the present invention. The therapeutic effects of the polypeptides or antagonists 
thereof on allergic reactions can be evaluated by in vivo animals models such as the 
cumulative contact enhancement test (Lastbom et al., Toxicology 125: 59-66, 1998), skin 
prick test (Hoffinann et al., Allergy 54: 446-54, 1999), guinea pig skin sensitization test 
(Vohr et al., Arch. Toxocol. 73: 501-9), and murine local lymph node assay (Kimber et al., 

30 J. Toxicol. Environ. Health 53: 563-79). 

Using the proteins of the invention it may also be possible to modulate immune 
responses, in a number of ways. Down regulation may be in the form of inhibiting or 
blocking an immune response already in progress or may involve preventing the induction of 
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an immune response. The functions of activated T cells may be inhibited by suppressing T 
cell responses or by inducing specific tolerance in T cells, or both. Immunosuppression of T 
cell responses is generally an active, non-antigen-specific, process which requires continuous 
exposure of the T cells to the suppressive agent Tolerance, which involves inducing 
5 non-responsiveness or anergy in T cells, is distinguishable from immunosuppression in that 
it is generally antigen-specific and persists after exposure to the tolerizing agent has ceased. 
Operationally, tolerance can be demonstrated by the lack of a T cell response upon 
reexposure to specific antigen in the absence of the tolerizing agent. 

Down regulating or preventing one or more antigen functions (including without 

10 limitation B lymphocyte antigen functions (such as, for example, B7)), e.g., preventing high 
level lymphokine synthesis by activated T cells, will be useful in situations of tissue, skin 
and organ transplantation and in graft-versus-host disease (GVHD). Por example, blockage 
of T cell function should result in reduced tissue destruction in tissue transplantation. 
Typically, in tissue transplants, rejection of the transplant is initiated through its recognition 

15 as foreign by T cells, followed by an immune reaction that destroys the transplant The 

administration of a therapeutic composition of the invention may prevent cytokine synthesis 
by immune cells, such as T cells, and thus acts as an immunosuppressant. Moreover, a lack 
of costimulation may also be sufficient to anergize the T cells, thereby inducing tolerance in 
a subject Induction of long-term tolerance by B lymphocyte antigen-blocking reagents may 

20 avoid the necessity of repeated administration of these blocking reagents. To achieve 

sufficient immunosuppression or tolerance in a subject, it may also be necessary to block the 
function of a combination of B lymphocyte antigens. 

The efficacy of particular therapeutic compositions in preventing organ transplant 
rejection or GVHD can be assessed using animal models that are predictive of efficacy in 

25 humans. Examples of appropriate systems which can be used include allogeneic cardiac 
grafts in rats and xenogeneic pancreatic islet cell grafts in mice, both of which have been 
used to examine the immunosuppressive effects of CTLA4Ig fusion proteins in vivo as 
described in Lenschow et aL, Science 257:789-792 (1992) and Turka et at, Proc. Natl. Acad. 
Sci USA, 89:1 1 102-1 1 105 (1992). In addition, murine models of GVHD (see Paul ed., 

30 Fundamental Immunology, Raven Press, New York, 1 989, pp. 846-847) can be used to 

determine the effect of therapeutic compositions of the invention on the development of that 
disease. 
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Blocking antigen function may also be therapeutically useful for treating 
autoimmune diseases. Many autoimmune disorders are the result of inappropriate activation 
of T cells that are reactive against self-tissue and which promote the production of cytokines 
and autoantibodies involved in the pathology of the diseases. Preventing the activation of 
5 autoreactive T cells may reduce or eliminate disease symptoms. Administration of reagents 
which block stimulation of T cells can be used to inhibit T cell activation and prevent 
production of autoantibodies or T cell-derived cytokines which may be involved in the 
disease process. Additionally, blocking reagents may induce antigen-specific tolerance of 
autoreactive T cells which could lead to long-term relief from the disease. The efficacy of 

10 blocking reagents in preventing or alleviating autoimmune disorders can be determined 
using a number of well-characterized animal models of human autoimmune diseases. 
Examples include murine experimental autoimmune encephalitis, systemic lupus 
erythmatosis in MRL/lpr/lpr mice or NZB hybrid mice, murine autoimmune collagen 
arthritis, diabetes mellitus in NOD mice and BB rats, and murine experimental myasthenia 

15 gravis (see Paul ecL, Fundamental Immunology, Raven Press, New York, 1989, pp. 
840-856). 

Upregulation of an antigen function (e.g., a B lymphocyte antigen function), as a 
means of up regulating immune responses, may also be useful in therapy. Upregulation of 
immune responses may be in the form of enhancing an existing immune response or eliciting 

20 an initial immune response. For example, enhancing an immune response may be useful in 
cases of viral infection, including systemic viral diseases such as influenza, the common 
cold, and encephalitis. 

Alternatively, anti-viral immune responses may be enhanced in an infected patient by 
removing T cells from the patient, costimulating the T cells in vitro with viral antigen-pulsed 

25 APCs either expressing a peptide of the present invention or together with a stimulatory 
form of a soluble peptide of the present invention and reintroducing the in vitro activated T 
cells into the patient Another method of enhancing anti-viral immune responses would be to 
isolate infected cells from a patient, transfect them with a nucleic acid encoding a protein of 
the present invention as described herein such that the cells express all or a portion of the 

30 protein on their surfece, and reintroduce the transfected cells into the patient The infected 
cells would now be capable of delivering a costimulatory signal to, and thereby activate, T 
cells in vivo. 
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A polypeptide of the present invention may provide the necessary stimulation signal 
to T cells to induce a T cell mediated immune response against the transfected tumor cells. 
In addition, tumor cells which lack MHC class I or MHC class II molecules, or which fail to 
reexpress sufficient mounts of MHC class I or MHC class II molecules, can be transfected 
5 with nucleic acid encoding all or a portion of (e.g., a cytoplasmic-domain truncated portion) 
of an MHC class I alpha chain protein and Jfe microglobulin protein or an MHC class II 
alpha chain protein and an MHC class II beta chain protein to thereby express MHC class I 
or MHC class II proteins on the cell surface. Expression of the appropriate class I or class II 
MHC in conjunction with a peptide having the activity of a B lymphocyte antigen (e.g., 

1 0 B7- 1 , B7-2, B7-3) induces a T cell mediated immune response against the transfected tumor 
cell. Optionally, a gene encoding an antisense construct which blocks expression of an MHC 
class II associated protein, such as the invariant chain, can also be cotransfected with a DNA 
encoding a peptide having the activity of a B lymphocyte antigen to promote presentation of 
tumor associated antigens and induce tumor specific immunity. Thus, the induction of a T 

1 5 cell mediated immune response in a human subject may be sufficient to overcome 
tumor-specific tolerance in the subject 

The activity of a protein of the invention may, among other means, be measured by 
the following methods: 

Suitable assays for thymocyte or splenocyte cytotoxicity include, without limitation, 

20 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 
D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 
Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 
Chapter 7, Immunologic studies in Humans); Herrmann et al., Proc. Natl. Acad. Sci. USA 
78:2488-2492, 1981; Herrmann et al., J. Immunol. 128:1968-1974, 1982; Handa et al., J. 

25 Immunol. 135:1564-1572, 1985; Takai et al., L Immunol. 137:3494-3500, 1986; Takai et al., 
J.Immunol. 140:508-512, 1988; Bowman etal., J. Virology 61:1992-1998; Bertagnolli et 
al, Cellular Immunology 133:327-341, 1991; Brown etal., J. Immunol. 153:3079-3092, 
1994. 

Assays for T-cell-dependent immunoglobulin responses and isotype switching 
30 (which will identify, among others, proteins that modulate T-cell dependent antibody 

responses and that affect Thl/Th2 profiles) include, without limitation, those described in: 
Maliszewski, J. Immunol. 144:3028-3033, 1990; and Assays for B cell function: In vitro 
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antibody production, Mond, J. J. and Brunswick, M. In Current Protocols in Immunology. J. 
E. e.a. Coligan eds. Vol 1 pp. 3.8.1-3.8.16, John Wiley and Sons, Toronto. 1994. 

Mixed lymphocyte reaction (MLR) assays (which will identify, among others, 
proteins that generate predominantly Thl and CTL responses) include, without limitation, 
5 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 
D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 
Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 
Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; 
Takai et al., J. Immunol. 140:508-512, 1988; Bertagnolli et al., J. Immunol. 149:3778-3783, 
10 1992. 

Dendritic cell-dependent assays (which will identify, among others, proteins 
expressed by dendritic cells that activate naive T-cells) include, without limitation, those 
described in: Guery et al, J. Immunol. 134:536-544, 1995; Inaba et al., Journal of 
Experimental Medicine 173:549-559, 1991; Macatonia et al., Journal of Immunology 

1 5 154:5071-5079, 1995; Porgador et al., Journal of Experimental Medicine 1 82:255-260, 
1995; Nair et al., Journal of Virology 67:4062-4069, 1993; Huang et al., Science 
264:961-965, 1994; Macatonia et al., Journal of Experimental Medicine 169:1255-1264, 
1989; Bhardwaj et al, Journal of Clinical Investigation 94:797-807, 1994; and Inaba et al., 
Journal of Experimental Medicine 172:631-640, 1990. 

20 Assays for lymphocyte survival/apoptosis (which will identify, among others, 

proteins that prevent apoptosis after superantigen induction and proteins that regulate 
lymphocyte homeostasis) include, without limitation, those described in: Darzynkiewicz et 
al., Cytometry 13:795-808, 1992; Gorczyca et al., Leukemia 7:659-670, 1993; Gorczyca et 
al., Cancer Research 53:1945-1951, 1993; Itoh et al., Cell 66:233-243, 1991; Zacharchuk, 

25 Journal of Immunology 145:4037-4045, 1990; Zamai et al., Cytometry 14:891-897, 1993; 
Gorczyca et al., International Journal of Oncology 1:639-648, 1992. 

Assays for proteins that influence early steps of T-cell commitment and development 
include, without limitation, those described in: Antica et al., Blood 84: 1 1 1-117, 1994; Fine 
et al., Cellular Immunology 155:1 1 1-122, 1994; Galy et al., Blood 85:2770-2778, 1995; 

30 Tokietal.,Proc.Nat Acad Sci. USA 88:7548-7551, 1991. 

4.10.8 ACITVON/INHIBIN ACTIVITY 
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A polypeptide of the present invention may also exhibit activin- or inhibin-related 
activities. A polynucleotide of the invention may encode a polypeptide exhibiting such 
characteristics. Inhibins are characterized by their ability to inhibit the release of follicle 
stimulating hormone (FSH), while activins and are characterized by their ability to stimulate 
5 the release of follicle stimulating hormone (FSH). Thus, a polypeptide of the present 

invention, alone or in heterodimers with a member of the inhibin family, may be useful as a 
contraceptive based on the ability of inhibins to decrease fertility in female mammals and 
decrease spermatogenesis in male mammals. Administration of sufficient amounts of other 
inhibins can induce infertility in these mammals. Alternatively, the polypeptide of the 

1 0 invention, as a homodimer or as a heterodimer with other protein subunits of the inhibin 
group, may be useful as a fertility inducing therapeutic, based upon the ability of activin 
molecules in stimulating FSH release from cells of the anterior pituitary. See, for example, 
U.S. Pat No. 4,798,885. A polypeptide of the invention may also be useful for advancement 
of the onset of fertility in sexually immature mammals, so as to increase the lifetime 

1 5 reproductive performance of domestic animals such as, but not limited to, cows, sheep and 
pigs. 

The activity of a polypeptide of the invention may, among other means, be measured 
by the following methods. 

Assays for activin/inhibin activity include, without limitation, those described in: 
20 Vale et al., Endocrinology 91 :562-572, 1972; Ling et al., Nature 321:779-782, 1986; Vale et 
al., Nature 321:776-779, 1986; Mason etal., Nature 318:659-663, 1985; Forage etal.,Proc. 
Natl. Acad. Sci. USA 83:3091-3095, 1986. 

4.10.9 CHEMOTACTIC/CHEMOKINETIC ACTIVITY 

25 A polypeptide of the present invention may be involved in chemotactic or 

chemokinetic activity for mammalian cells, including, for example, monocytes, fibroblasts, 
neutrophils, T-cells, mast cells, eosinophils, epithelial and/or endothelial cells. A 
polynucleotide of the invention can encode a polypeptide exhibiting such attributes. 
Chemotactic and chemokinetic receptor activation can be used to mobilize or attract a 

30 desired cell population to a desired site of action. Chemotactic or chemokinetic compositions 
(e.g. proteins, antibodies, binding partners, or modulators of the invention) provide particular 
advantages in treatment of wounds and other trauma to tissues, as well as in treatment of 
localized infections. For example, attraction of lymphocytes, monocytes or neutrophils to 
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tumors or sites of infection may result in improved immune responses against the tumor or 
infecting agent 

A protein or peptide has chemotactic activity for a particular cell population if it can 
stimulate, directly or indirectly, the directed orientation or movement of such cell 
5 population. Preferably, the protein or peptide has the ability to directly stimulate directed 
movement of cells. Whether a particular protein has chemotactic activity for a population of 
cells can be readily determined by employing such protein or peptide in any known assay for 
cell chemotaxis. 

Therapeutic compositions of the invention can be used in the following: 
10 Assays for chemotactic activity (which will identify proteins that induce or prevent 

chemotaxis) consist of assays that measure the ability of a protein to induce the migration of 
cells across a membrane as well as the ability of a protein to induce the adhesion of one cell 
population to another cell population. Suitable assays for movement and adhesion include, 
without limitation, those described in: Current Protocols in Immunology, Ed by J. E. 
1 5 Coligan, A. M. Kruisbeek, D. H. Marguiles, E. M. Shevach, W. Strober, Pub. Greene 

Publishing Associates and Wiley-Interscience (Chapter 6.12, Measurement of alpha and beta 
Chemokines 6.12.1-6.12.28; Taub etal. J. Clin. Invest 95:1370-1376, 1995; Lindetal. 
APMIS 103:140-146, 1995; Muller et al Eur. J. Immunol. 25:1744-1748; Gruber et al. J. of 
Immunol. 152:5860-5867, 1994; Johnston et al. J. of Immunol. 153:1762-1768, 1994. 

20 

4.10.10 HEMOSTATIC AND THROMBOLYTIC ACTIVITY 
A polypeptide of the invention may also be involved in hemostatis or thrombolysis or 
thrombosis. A polynucleotide of the invention can encode a polypeptide exhibiting such 
attributes. Compositions may be useful in treatment of various coagulation disorders 
25 (including hereditary disorders, such as hemophilias) or to enhance coagulation and other 
hemostatic events in treating wounds resulting from trauma, surgery or other causes. A 
composition of the invention may also be useful for dissolving or inhibiting formation of 
thromboses and for treatment and prevention of conditions resulting therefrom (such as, for 
example, infarction of cardiac and central nervous system vessels (e.g., stroke). 
30 Therapeutic compositions of the invention can be used in the following: 

Assay for hemostatic and thrombolytic activity include, without limitation, those 
described in: Linet et al., J. Clin. Pharmacol. 26:131-140, 1986; Burdick et al., Thrombosis 
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Res. 45:413-419, 1987; Humphrey et aL, Fibrinolysis 5:71-79 (1991); Schaub, 
Prostaglandins 35:467-474, 1988. 

4.10.11 CANCER DIAGNOSIS AND THERAPY 
5 Polypeptides of the invention may be involved in cancer cell generation, proliferation 

or metastasis. Detection of the presence or amount of polynucleotides or polypeptides of the 
invention may be useful for the diagnosis and/or prognosis of one or more types of cancer. 
For example, the presence or increased expression of a polynucleotide/polypeptide of the 
invention may indicate a hereditary risk of cancer, a precancerous condition, or an ongoing 
10 malignancy. Conversely, a defect in the gene or absence of the polypeptide may be 
associated with a cancer condition. Identification of single nucleotide polymorphisms 
associated with cancer or a predisposition to cancer may also be useful for diagnosis or 
prognosis. 

Cancer treatments promote tumor regression by inhibiting tumor cell proliferation, 

1 5 inhibiting angiogenesis (growth of new blood vessels that is necessary to support tumor 
growth) and/or prohibiting metastasis by reducing tumor cell motility or invasiveness. 
Therapeutic compositions of the invention may be effective in adult and pediatric oncology 
including in solid phase tumors/malignancies, locally advanced tumors, human soft tissue 
sarcomas, metastatic cancer, including lymphatic metastases, blood cell malignancies 

20 including multiple myeloma, acute and chronic leukemias, and lymphomas, head and neck 
cancers including mouth cancer, larynx cancer and thyroid cancer, lung cancers including 
small cell carcinoma and non-small cell cancers, breast cancers including small cell 
carcinoma and ductal carcinoma, gastrointestinal cancers including esophageal cancer, 
stomach cancer, colon cancer, colorectal cancer and polyps associated with colorectal 

25 neoplasia, pancreatic cancers, liver cancer, urologic cancers including bladder cancer and 

prostate cancer, malignancies of the female genital tract including ovarian carcinoma, uterine 
(including endometrial) cancers, $nd solid tumor in the ovarian follicle, kidney cancers 
including renal cell carcinoma, brain cancers including intrinsic brain tumors, 
neuroblastoma, astrocytic brain tumors, gliomas, metastatic tumor cell invasion in the central 

30 nervous system, bone cancers including osteomas, skin cancers including malignant 

melanoma, tumor progression of human skin keratinocytes, squamous cell carcinoma, basal 
cell carcinoma, hemangiopericytoma and Karposi's sarcoma. 

Polypeptides, polynucleotides, or modulators of polypeptides of the invention 
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(including inhibitors and stimulators of the biological activity of the polypeptide of the 
invention) may be administered to treat cancer. Therapeutic compositions can be 
administered in therapeutically effective dosages alone or in combination with adjuvant 
cancer therapy such as surgery, chemotherapy, radiotherapy, thermotherapy, and laser 
5 therapy, and may provide a beneficial effect, e.g. reducing tumor size, slowing rate of tumor 
growth, inhibiting metastasis, or otherwise improving overall clinical condition, without 
necessarily eradicating the cancer. 

The composition can also be administered in therapeutically effective amounts as a 
portion of an anti-cancer cocktail. An anti-cancer cocktail is a mixture of the polypeptide or 

10 modulator of the invention with one or more anti-cancer drugs in addition to a 

pharmaceutically acceptable carrier for delivery. The use of anti-cancer cocktails as a cancer 
treatment is routine. Anti-cancer drugs that are well known in the art and can be used as a 
treatment in combination with the polypeptide or modulator of the invention include: 
Actinomycin D, Aminoglutethimide, Asparaginase, Bleomycin, Busulfan, Carboplatin, 

1 5 Carmustine, Chlorambucil, Cisplatin (cis-DDP), Cyclophosphamide, Cytarabine HC1 

(Cytosine arabinoside), Dacarbazine, Dactinomycin, Daunorubicin HC1, Doxorubicin HC1, 
Estramustine phosphate sodium, Etoposide (VI 6-21 3), Floxuridine, 5-Fluorouracil (5-Fu), 
Flutamide, Hydroxyurea (hydroxycarbamide), Ifosfamide, Interferon Alpha-2a, Interferon 
Alpha-2b, Leuprolide acetate (LHRH-releasing factor analog), Lomustine, Mechlorethamine 

20 HC1 (nitrogen mustard), Melphalan, Mercaptopurine, Mesna, Methotrexate (MTX), 

Mitomycin, Mitoxantrone HC1, Octreotide, Plicamycin, Procarbazine HC1, Streptozocin, 
Tamoxifen citrate, Thioguanine, Thiotepa, Vinblastine sulfate, Vincristine sulfate, 
Amsacrine, Azacitidine, Hexamethylmelamine, Interleukm-2, Mitoguazone, Pentostatin, 
Semustine, Teniposide, and Vindesine sulfate. 

25 In addition, therapeutic compositions of the invention may be used for prophylactic 

treatment of cancer. There are hereditary conditions and/or environmental situations (e.g. 
exposure to carcinogens) known in the art that predispose an individual to developing 
cancers. Under these circumstances, it may be beneficial to treat these individuals with 
therapeutically effective doses of the polypeptide of the invention to reduce the risk of 

30 developing cancers. 

In vitro models can be used to determine the effective doses of the polypeptide of the 
invention as a potential cancer treatment These in vitro models include proliferation assays 
of cultured tumor cells, growth of cultured tumor cells in soft agar (see Freshney, (1987) 
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Culture of Animal Cells: A Manual of Basic Technique, Wily-Liss, New York, NYCh 18 
and Ch 21), tumor systems in nude mice as described in Giovanella et al., J. Natl. Can. Inst, 
52: 921-30 (1974), mobility and invasive potential of tumor cells in Boyden Chamber assays 
as described in Pilkington et al., Anticancer Res., 17: 4107-9 (1997), and angiogenesis 
assays such as induction of vascularization of the chick chorioallantoic membrane or 
induction of vascular endothelial cell migration as described in Ribatta et al., Intl. J. Dev. 
Biol., 40: 1 189-97 (1999) and Li et al., Clin. Exp. Metastasis, 17:423-9 (1999), respectively. 
Suitable tumor cells lines are available, e.g. from American Type Tissue Culture Collection 
catalogs. 



4.10.12 RECEPTOR/LIGAND ACTIVITY 

A polypeptide of the present invention may also demonstrate activity as receptor, 
receptor ligand or inhibitor or agonist of receptor/ligand interactions. A polynucleotide of 
the invention can encode a polypeptide exhibiting such characteristics. Examples of such 

1 5 receptors and ligands include, without limitation, cytokine receptors and their ligands, 
receptor kinases and their ligands, receptor phosphatases and their ligands, receptors 
involved in cell-cell interactions and their ligands (including without limitation, cellular 
adhesion molecules (such as selectins, integrins and their ligands) and receptor/ligand pairs 
involved in antigen presentation, antigen recognition and development of cellular and 

20 humoral immune responses. Receptors and ligands are also useful for screening of potential 
peptide or small molecule inhibitors of the relevant receptor/ligand interaction. A protein of 
the present invention (including, without limitation, fragments of receptors and ligands) may 
themselves be useful as inhibitors of receptor/ligand interactions. 

The activity of a polypeptide of the invention may, among other means, be measured 

25 by the following methods: 

Suitable assays for receptor-ligand activity include without limitation those described 
in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. 
Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and Wiley- 
Interscience (Chapter 7.28, Measurement of Cellular Adhesion under static conditions 

30 7.28.1- 7.28.22), Takai et al., Proc. Natl. Acad. Sci. USA 84:6864-6868, 1987; Bierer etal., 
J. Exp. Med. 168:1145-1156, 1988; Rosenstein et al., J. Exp. Med. 169:149-160 1989; 
Stoltenborg et al., J. Immunol. Methods 175:59-68, 1994; Stitt et al., Cell 80:661-670, 1995. 
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By way of example, the polypeptides of the invention may be used as a receptor for a 
ligand(s) thereby transmitting the biological activity of that ligand(s). Ligands may be 
identified through binding assays, affinity chromatography, dihybrid screening assays, 
BIAcore assays, gel overlay assays, or other methods known in the art 
5 Studies characterizing drugs or proteins as agonist or antagonist or partial agonists or 

a partial antagonist require the use of other proteins as competing ligands. The polypeptides 
of the present invention or ligand(s) thereof may be labeled by being coupled to 
radioisotopes, colorimetric molecules or a toxin molecules by conventional methods. 
("Guide to Protein Purification" Murray P. Deutscher (ed) Methods in Enzymology Vol. 1 82 
10 (1990) Academic Press, Inc. San Diego). Examples of radioisotopes include, but are not 
limited to, tritium and caibon-14 . Examples of colorimetric molecules include, but are not 
limited to, fluorescent molecules such as fluorescamine, or rhodamine or other colorimetric 
molecules. Examples of toxins include, but are not limited, to ricin. 



4.10.13 DRUG SCREENING 

This invention is particularly useful for screening chemical compounds by using the 
novel polypeptides or binding fragments thereof in any of a variety of drug screening 
techniques. The polypeptides or fragments employed in such a test may either be free in 
solution, affixed to a solid support, borne on a cell surface or located intracellularly. One 
method of drug screening utilizes eukaryotic or prokaiyotic host cells which are stably 
transformed with recombinant nucleic acids expressing the polypeptide or a fragment 
thereof. Drugs are screened against such transformed cells in competitive binding assays. 
Such cells, either in viable or fixed form, can be used for standard binding assays. One may 
measure, for example, the formation of complexes between polypeptides of the invention or 
fragments and the agent being tested or examine the diminution in complex formation 
between the novel polypeptides and an appropriate cell line, which are well known in the art 

Sources for test compounds that may be screened for ability to bind to or modulate 
(i.e., increase or decrease) the activity of polypeptides of the invention include (1) inorganic 
and organic chemical libraries, (2) natural product libraries, and (3) combinatorial libraries 
comprised of either random or mimetic peptides, oligonucleotides or organic molecules. 

Chemical libraries may be readily synthesized or purchased from a number of 
commercial sources, and may include structural analogs of known compounds or compounds 
that are identified as "hits" or 'leads" via natural product screening. 
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The sources of natural product libraries are microorganisms (including bacteria and 
fungi), animals, plants or other vegetation, or marine organisms, and libraries of mixtures for 
screening may be created by: (1) fermentation and extraction of broths from soil, plant or 
marine microorganisms or (2) extraction of the organisms themselves. Natural product 
5 libraries include polyketides, non-ribosomal peptides, and (non-naturally occurring) variants 
thereof For a review, see Science 252:63-68 (1998). 

Combinatorial libraries are composed of large numbers of peptides, oligonucleotides 
or organic compounds and can be readily prepared by traditional automated synthesis 
methods, PCR, cloning or proprietary synthetic methods. Of particular interest are peptide 

10 and oligonucleotide combinatorial libraries. Still other libraries of interest include peptide, 
protein, peptidomimetic, multiparallel synthetic collection, recombinatorial, and polypeptide 
libraries. For a review of combinatorial chemistry and libraries created therefrom, see 
Myers, Curr. Opin. BiotechnoL 8:701-707 (1997). For reviews and examples of 
peptidomimetic libraries, see Al-Obeidi et al., Mol Biotechnol, 9(3):205-23 (1998); Hruby 

15 et al., Curr Opin Chem Biol, 1(1):1 14-19 (1997); Dorner et al., BioorgMed Chem, 
4(5):709-15 (1996) (alkylated dipeptides). 

Identification of modulators through use of the various libraries described herein 
permits modification of the candidate "hit" (or "lead") to optimize the capacity of the "hit" 
to bind a polypeptide of the invention. The molecules identified in the binding assay are then 

20 tested for antagonist or agonist activity in in vivo tissue culture or animal models that are 
well known in the art In brief, the molecules are titrated into a plurality of cell cultures or 
animals and then tested for either cell/animal death or prolonged survival of the animal/cells. 

The binding molecules thus identified may be complexed with toxins, e.g., ricin or 
cholera, or with other compounds that are toxic to cells such as radioisotopes. The 

25 toxin-binding molecule complex is then targeted to a tumor or other cell by the specificity of 
the binding molecule for a polypeptide of the invention. Alternatively, the binding 
molecules may be complexed with imaging agents for targeting and imaging purposes. 

4.10.14 ASSAY FOR RECEPTOR ACTIVITY 

30 The invention also provides methods to detect specific binding of a polypeptide e.g. a 

ligand or a receptor. The art provides numerous assays particularly useful for identifying 
previously unknown binding partners for receptor polypeptides of the invention. For 
example, expression cloning using mammalian or bacterial cells, or dihybrid screening 
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assays can be used to identify polynucleotides encoding binding partners. As another 
example, affinity chromatography with the appropriate immobilized polypeptide of the 
invention can be used to isolate polypeptides that recognize and bind polypeptides of the 
invention. There are a number of different libraries used for the identification of 
5 compounds, and in particular small molecules, that modulate (i.e, increase or decrease) 

biological activity of a polypeptide of the invention. Ligands for receptor polypeptides of the 
invention can also be identified by adding exogenous ligands, or cocktails of ligands to two 
cells populations that are genetically identical except for the expression of the receptor of the 
invention: one cell population expresses the receptor of the invention whereas the other does 

1 0 not The responses of the two cell populations to the addition of ligands(s) are then 

compared. Alternatively, an expression library can be co-expressed with the polypeptide of 
the invention in cells and assayed for an autocrine response to identify potential ligand(s). As 
stiD another example, BIAcore assays, gel overlay assays, or other methods known in the art 
can be used to identify binding partner polypeptides, including, (1) organic and inorganic 

1 5 chemical libraries, (2) natural product libraries, and (3) combinatorial libraries comprised of 
random peptides, oligonucleotides or organic molecules. 

The role of downstream intracellular signaling molecules in the signaling cascade of 
the polypeptide of the invention can be determined. For example, a chimeric protein in 
which the cytoplasmic domain of the polypeptide of the invention is fused to the 

20 extracellular portion of a protein, whose ligand has been identified, is produced in a host 
cell. The cell is then incubated with the ligand specific for the extracellular portion of the 
chimeric protein, thereby activating the chimeric receptor. Known downstream proteins 
involved in intracellular signaling can then be assayed for expected modifications i.e. 
phosphorylation. Other methods known to those in the art can also be used to identify 

25 signaling molecules involved in receptor activity. 

4.10.15 ANTI-INFLAMMATORY ACTIVITY 

Compositions of the present invention may also exhibit anti-inflammatory activity. 
The anti-inflammatory activity may be achieved by providing a stimulus to cells involved in 
30 the inflammatory response, by inhibiting or promoting cell-cell interactions (such as, for 
example, cell adhesion), by inhibiting or promoting chemotaxis of cells involved in the 
inflammatory process, inhibiting or promoting cell extravasation, or by stimulating or 
suppressing production of other factors which more directly inhibit or promote an 
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inflammatory response. Compositions with such activities can be used to treat inflammatory 
conditions including chronic or acute conditions), including without limitation intimation 
associated with infection (such as septic shock, sepsis or systemic inflammatory response 
syndrome (SIRS)), ischemia-reperfusion injury, endotoxin lethality, arthritis, 
5 complement-mediated hyperacute rejection, nephritis, cytokine or chemokme-induced lung 
injury, inflammatory bowel disease, Crohn's disease or resulting from over production of 
cytokines such as TNF or IL-1. Compositions of the invention may also be useful to treat 
anaphylaxis and hypersensitivity to an antigenic substance or material. Compositions of this 
invention may be utilized to prevent or treat conditions such as, but not limited to, sepsis, 

10 acute pancreatitis, endotoxin shock, cytokine induced shock, rheumatoid arthritis, chronic 
inflammatory arthritis, pancreatic cell damage from diabetes mellitus type 1, graft versus 
host disease, inflammatory bowel disease, inflamation associated with pulmonary disease, 
other autoimmune disease or inflammatory disease, an antiproliferative agent such as for 
acute or chronic mylegenous leukemia or in the prevention of premature labor secondary to 

1 5 intrauterine infections. 



4.10.16 LEUKEMIAS 

Leukemias and related disorders may be treated or prevented by administration of a 
therapeutic that promotes or inhibits function of the polynucleotides and/or polypeptides of 
20 the invention. Such leukemias and related disorders include but are not limited to acute 
leukemia, acute lymphocytic leukemia, acute myelocytic leukemia, myeloblasts, 
promyelocytic, myelomonocytic, monocytic, erythroleukemia, chronic leukemia, chronic 
myelocytic (granulocytic) leukemia and chronic lymphocytic leukemia (for a review of such 
disorders, see Fishman et al., 1985, Medicine, 2d Ed., J.B. Lippincott Co., Philadelphia). 

25 

4.10.17 NERVOUS SYSTEM DISORDERS 

Nervous system disorders, involving cell types which can be tested for efficacy of 
intervention with compounds that modulate the activity of the polynucleotides and/or 
polypeptides of the invention, and which can be treated upon thus observing an indication of 
30 therapeutic utility, include but are not limited to nervous system injuries, and diseases or 
disorders which result in either a disconnection of axons, a diminution or degeneration of 
neurons, or demyelination. Nervous system lesions which may be treated in a patient 
(including human and non-human mammalian patients) according to the invention include 
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but are not limited to the following lesions of either the central (including spinal cord, brain) 
or peripheral nervous systems: 

(i) traumatic lesions, including lesions caused by physical injury or associated 
with surgery, for example, lesions which sever a portion of the nervous system, or 

5 compression injuries; 

(ii) ischemic lesions, in which a lack of oxygen in a portion of the nervous system 
results in neuronal injury or death, including cerebral infarction or ischemia, or spinal cord 
infarction or ischemia; 

(iii) infectious lesions, in which a portion of the nervous system is destroyed or 
10 injured as a result of infection, for example, by an abscess or associated with infection by 

human immunodeficiency virus, herpes zoster, or herpes simplex virus or with Lyme 
disease, tuberculosis, syphilis; 

(iv) degenerative lesions, in which a portion of the nervous system is destroyed or 
injured as a result of a degenerative process including but not limited to degeneration 

1 5 associated with Parkinson's disease, Alzheimer's disease, Huntington's chorea, or 
amyotrophic lateral sclerosis; 

(v) lesions associated with nutritional diseases or disorders, in which a portion of 
the nervous system is destroyed or injured by a nutritional disorder or disorder of 
metabolism including but not limited to, vitamin B12 deficiency, folic acid deficiency, 

20 Wernicke disease, tobacco-alcohol amblyopia, Marchiafava-Bignami disease (primary 
degeneration of the corpus callosum), and alcoholic cerebellar degeneration; 

(vi) neurological lesions associated with systemic diseases including but not 
limited to diabetes (diabetic neuropathy, Bell's palsy), systemic lupus erythematosus, 
carcinoma, or sarcoidosis; 

25 (vii) lesions caused by toxic substances including alcohol, lead, or particular 

neurotoxins; and 

(viii) demyelinated lesions in which a portion of the nervous system is destroyed or 
injured by a demyelinating disease including but not limited to multiple sclerosis, human 
immunodeficiency virus-associated myelopathy, transverse myelopathy or various 
30 etiologies, progressive multifocal leukoencephalopathy, and central pontine myelinolysis. 

Therapeutics which are useful according to the invention for treatment of a nervous 
system disorder may be selected by testing for biological activity in promoting the survival 
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or differentiation of neurons. For example, and not by way of limitation, therapeutics which 
elicit any of the following effects may be useful according to the invention: 

(i) increased survival time of neurons in culture; 

(ii) increased sprouting of neurons in culture or in vivo; 

5 (iii) increased production of a neuron-associated molecule in culture or in vivo, 

e.g. 9 choline acetyltransferase or acetylcholinesterase with respect to motor neurons; or 
(iv) decreased symptoms of neuron dysfunction in vivo. 
Such effects may be measured by any method known in the art In preferred, 
non-limiting embodiments, increased survival of neurons may be measured by the method 

10 set forth in Arakawa et al. (1990, J. Neurosci. 10:3507-3515); increased sprouting of neurons 
may be detected by methods set forth in Pestronk et al. (1980, Exp. Neurol. 70:65-82) or 
Brown et al. (1981, Ann. Rev. Neurosci. 4:17-42); increased production of 
neuron-associated molecules may be measured by bioassay, enzymatic assay, antibody 
binding, Northern blot assay, etc., depending on the molecule to be measured; and motor 

1 5 neuron dysfunction may be measured by assessing the physical manifestation of motor 

neuron disorder, e.g. 9 weakness, motor neuron conduction velocity, or functional disability. 

in specific embodiments, motor neuron disorders that may be treated according to the 
invention include but are not limited to disorders such as infarction, infection, exposure to 
toxin, trauma, surgical damage, degenerative disease or malignancy that may affect motor 

20 neurons as well as other components of the nervous system, as well as disorders that 

selectively affect neurons such as amyotrophic lateral sclerosis, and including but not limited 
to progressive spinal muscular atrophy, progressive bulbar palsy, primary lateral sclerosis, 
infantile and juvenile muscular atrophy, progressive bulbar paralysis of childhood (Fazio- 
Londe syndrome), poliomyelitis and the post polio syndrome, and Hereditary Motorsensory 

25 Neuropathy (Charcot-Marie-Tooth Disease). 

4.10.18 OTHER ACTIVITIES 

A polypeptide of the invention may also exhibit one or more of the following 
additional activities or effects: inhibiting the growth, infection or function of, or killing, 
30 infectious agents, including, without limitation, bacteria, viruses, fungi and other parasites; 
effecting (suppressing or enhancing) bodily characteristics, including, without limitation, 
height, weight, hair color, eye color, skin, fat to lean ratio or other tissue pigmentation, or 
organ or body part size or shape (such as, for example, breast augmentation or diminution, 
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change in bone form or shape); effecting biorhythms or circadian cycles or rhythms; 
effecting the fertility of male or female subjects; effecting the metabolism, catabolism, 
anabolism, processing, utilization, storage or elimination of dietary fat, lipid, protein, 
carbohydrate, vitamins, minerals, co-factors or other nutritional factors or components); 
5 effecting behavioral characteristics, including, without limitation, appetite, libido, stress, 
cognition (including cognitive disorders), depression (including depressive disorders) and 
violent behaviors; providing analgesic effects or other pain reducing effects; promoting 
differentiation and growth of embryonic stem cells in lineages other than hematopoietic 
lineages; hormonal or endocrine activity; in the case of enzymes, correcting deficiencies of 
10 the enzyme and treating deficiency-related diseases; treatment of hyperproliferative 
disorders (such as, for example, psoriasis); immunoglobulin-like activity (such as, for 
example, the ability to bind antigens or complement); and the ability to act as an antigen in a 
vaccine composition to raise an immune response against such protein or another material or 
entity which is cross-reactive with such protein. 

15 

4.10.19 IDENTIFICATION OF POLYMORPHISMS 

The demonstration of polymorphisms makes possible the identification of such 
polymorphisms in human subjects and the pharmacogenetic use of this information for 
diagnosis and treatment. Such polymorphisms may be associated with, e.g., differential 

20 predisposition or susceptibility to various disease states (such as disorders involving 

inflammation or immune response) or a differential response to drug administration, and this 
genetic information can be used to tailor preventive or therapeutic treatment appropriately. 
For example, the existence of a polymorphism associated with a predisposition to 
inflammation or autoimmune disease makes possible the diagnosis of this condition in 

25 humans by identifying the presence of the polymorphism. 

Polymorphisms can be identified in a variety of ways known in the art which all 
generally involve obtaining a sample from a patient, analyzing DNA from the sample, 
optionally involving isolation or amplification of the DNA, and identifying the presence of 
the polymorphism in the DNA. For example, PCR may be used to amplify an appropriate 

30 fragment of genomic DNA which may then be sequenced. Alternatively, the DNA may be 
subjected to allele-specific oligonucleotide hybridization (in which appropriate 
oligonucleotides are hybridized to the DNA under conditions permitting detection of a single 
base mismatch) or to a single nucleotide extension assay (in which an oligonucleotide that 
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hybridizes immediately adjacent to the position of the polymorphism is extended with one or 
more labeled nucleotides). In addition, traditional restriction fragment length polymorphism 
analysis (using restriction enzymes that provide differential digestion of the genomic DNA 
depending on the presence or absence of the polymorphism) may be performed. Arrays with 
5 nucleotide sequences of the present invention can be used to detect polymorphisms. The 
array can comprise modified nucleotide sequences of the present invention in order to detect 
the nucleotide sequences of the present invention. In the alternative, any one of the 
nucleotide sequences of the present invention can be placed on the array to detect changes 
from those sequences. 

10 Alternatively a polymorphism resulting in a change in the amino acid sequence could 

also be detected by detecting a corresponding change in amino acid sequence of the protein, 
e.g., by an antibody specific to the variant sequence. 

4.10.20 ARTHRITIS AND INIHLAMMATION 

1 5 The immunosuppressive effects of the compositions of the invention against 

rheumatoid arthritis is determined in an experimental animal model system. The 
experimental model system is adjuvant induced arthritis in rats, and the protocol is described 
by J. Holoshitz, et at, 1983, Science, 219:56, or by B. Waksman et al., 1963, Int. Arch. 
Allergy Appl. Immunol., 23:129. Induction of the disease can be caused by a single 

20 injection, generally intradermally, of a suspension of killed Mycobacterium tuberculosis in 
complete Freund's adjuvant (CFA). The route of injection can vary, but rats may be injected 
at the base of the tail with an adjuvant mixture. The polypeptide is administered in phosphate 
buffered solution (PBS) at a dose of about 1-5 mg/kg. The control consists of administering 
PBS only. 

25 The procedure for testing the effects of the test compound would consist of 

intradermally injecting killed Mycobacterium tuberculosis in CFA followed by immediately 
administering the test compound and subsequent treatment every other day until day 24. At 
14, 15, 18, 20, 22, and 24 days after injection of Mycobacterium CFA, an overall arthritis 
score may be obtained as described by J. Holoskitz above. An analysis of the data would 

30 reveal that the test compound would have a dramatic affect on the swelling of the joints as 
measured by a decrease of the arthritis score. 



4.11 THERAPEUTIC METHODS 
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The compositions (including polypeptide fragments, analogs, variants and antibodies 
or other binding partners or modulators including antisense polynucleotides) of the invention 
have numerous applications in a variety of therapeutic methods. Examples of therapeutic 
applications include, but are not limited to, those exemplified herein. 

5 

4.11.1 EXAMPLE 

One embodiment of the invention is the administration of an effective amount of the 
polypeptides or other composition of the invention to individuals affected by a disease or 
disorder that can be modulated by regulating the peptides of the invention. While the mode 

10 of administration is not particularly important, parenteral administration is preferred. An 
exemplary mode of administration is to deliver an intravenous bolus. The dosage of the 
polypeptides or other composition of the invention will normally be determined by the 
prescribing physician. It is to be expected that the dosage will vary according to the age, 
weight, condition and response of the individual patient Typically, the amount of 

15 polypeptide administered per dose will be in the range of about 0.01^Lg/kg to 100 mg/kg of 
body weight, with the preferred dose being about O.ljig/kg to 10 mg/kg of patient body 
weight For parenteral administration, polypeptides of the invention will be formulated in an 
injectable form combined with a pharmaceutically acceptable parenteral vehicle. Such 
vehicles are well known in the art and examples include water, saline, Ringer's solution, 

20 dextrose solution, and solutions consisting of small amounts of the human serum albumin. 
The vehicle may contain minor amounts of additives that maintain the isotonicity and 
stability of the polypeptide or other active ingredient The preparation of such solutions is 
within the skill of the art 

25 4.12 PHARMACEUTICAL FORMULATIONS AND ROUTES OF 

ADMINISTRATION 

A protein or other composition of the present invention (from whatever source 
derived, including without limitation from recombinant and non-recombinant sources and 
including antibodies and other binding partners of the polypeptides of the invention) may be 

30 administered to a patient in need, by itself, or in pharmaceutical compositions where it is 
mixed with suitable carriers or excipient(s) at doses to treat or ameliorate a variety of 
disorders. Such a composition may optionally contain (in addition to protein or other active 
ingredient and a carrier) diluents, fillers, salts, buffers, stabilizers, solubilizers, and other 
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materials well known in the art The term "pharmaceutically acceptable" means a non-toxic 
material that does not interfere with the effectiveness of the biological activity of the active 
ingredient(s). The characteristics of the carrier will depend on the route of administration. 
The pharmaceutical composition of the invention may also contain cytokines, lymphokdnes, 
5 or other hematopoietic factors such as M-CSF, GM-CSF, TNF, IL-1, IL-2, EL-3, IL-4, LL-5, 
IL-6, IL-7, IL-8, IL-9, IL-10, IL-1 1, IL-12, IL-13, IL-14, IL-15, IFN, TNFO, TNF1, TNF2, 
G-CSF, Meg-CSF, thrombopoietin, stem cell factor, and erythropoietin. In further 
compositions, proteins of the invention may be combined with other agents beneficial to the 
treatment of the disease or disorder in question. These agents include various growth factors 
1 0 such as epidermal growth factor (EGF), platelet-derived growth factor (PDGF), transforming 
growth factors (TGF-a and TGF-P), insulin-like growth factor (IGF), as well as cytokines 
described herein. 

The pharmaceutical composition may further contain other agents which either 
enhance the activity of the protein or other active ingredient or complement its activity or 

15 use in treatment. Such additional factors and/or agents may be included in the 

pharmaceutical composition to produce a synergistic effect with protein or other active 
ingredient of the invention, or to minimize side effects. Conversely, protein or other active 
ingredient of the present invention may be included in formulations of the particular clotting 
factor, cytokine, lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic 

20 factor, or anti- inflammatory agent to minimize side effects of the clotting factor, cytokine, 
lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic factor, or 
anti-inflammatory agent (such as IL-IRa, IL-1 Hyl, IL-1 Hy2, anti-TNF, corticosteroids, 
immunosuppressive agents). A protein of the present invention may be active in multimers 
(e.g., heterodimers or homodimers) or complexes with itself or other proteins. As a result, 

25 pharmaceutical compositions of the invention may comprise a protein of the invention in 
such multimeric or complexed form. 

As an alternative to being included in a pharmaceutical composition of the invention 
including a first protein, a second protein or a therapeutic agent may be concurrently 
administered with the first protein (e.g., at the same time, or at differing times provided that 

30 therapeutic concentrations of the combination of agents is achieved at the treatment site). 
Techniques for formulation and administration of the compounds of the instant application 
may be found in "Remington's Pharmaceutical Sciences," Mack Publishing Co., Easton, PA, 
latest edition. A therapeutically effective dose further refers to that amount of the compound 
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sufficient to result in amelioration of symptoms, e.g. 9 treatment, healing, prevention or 
amelioration of the relevant medical condition, or an increase in rate of treatment, healing, 
prevention or amelioration of such conditions. When applied to an individual active 
ingredient, administered alone, a therapeutically effective dose refers to that ingredient 
5 alone. When applied to a combination, a therapeutically effective dose refers to combined 
amounts of the active ingredients that result in the therapeutic effect, whether administered 
in combination, serially or simultaneously. 

In practicing the method of treatment or use of the present invention, a 
therapeutically effective amount of protein or other active ingredient of the present invention 

10 is administered to a mammal having a condition to be treated. Protein or other active 

ingredient of the present invention may be administered in accordance with the method of 
the invention either alone or in combination with other therapies such as treatments 
employing cytokines, lymphokines or other hematopoietic factors. When co- administered 
with one or more cytokines, lymphokines or other hematopoietic factors, protein or other 

1 5 active ingredient of the present invention may be administered either simultaneously with 
the cytokine(s), lymphokine(s), other hematopoietic factors), thrombolytic or 
anti-thrombotic factors, or sequentially. If administered sequentially, the attending physician 
will decide on the appropriate sequence of administering protein or other active ingredient of 
the present invention in combination with cytokine(s), lymphokine(s), other hematopoietic 

20 factors), thrombolytic or anti-thrombotic factors. 

4.12.1 ROUTES OF ADMINISTRATION 

Suitable routes of administration may, for example, include oral, rectal, 
transmucosal, or intestinal administration; parenteral delivery, including intramuscular, 

25 subcutaneous, intramedullary injections, as well as intrathecal, direct intraventricular, 

intravenous, intraperitoneal, intranasal, or intraocular injections. Administration of protein 
or other active ingredient of the present invention used in the pharmaceutical composition or 
to practice the method of the present invention can be carried out in a variety of conventional 
ways, such as oral ingestion, inhalation, topical application or cutaneous, subcutaneous, 

30 intraperitoneal, parenteral or intravenous injection. Intravenous administration to the patient 
is preferred. 

Alternately, one may administer the compound in a local rather than systemic 
manner, for example, via injection of the compound directly into a arthritic joints or in 
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fihrotic tissue, often in a depot or sustained release formulation. In order to prevent the 
scarring process frequently occurring as complication of glaucoma surgery, the compounds 
may be administered topically, for example, as eye drops. Furthermore, one may administer 
the drug in a targeted drug delivery system, for example, in a liposome coated with a specific 
5 antibody, targeting, for example, arthritic or fibrotic tissue. The liposomes will be targeted 
to and taken up selectively by the afflicted tissue. 

The polypeptides of the invention are administered by any route that delivers an 
effective dosage to the desired site of action. The determination of a suitable route of 
administration and an effective dosage for a particular indication is within the level of skill 
10 in the art Preferably for wound treatment, one administers the therapeutic compound 
directly to the site. Suitable dosage ranges for the polypeptides of the invention can be 
extrapolated from these dosages or from similar studies in appropriate animal models. 
Dosages can then be adjusted as necessary by the clinician to provide maximal therapeutic 
benefit 

15 

4.12.2 COMPOSITIONS/FORMULATIONS 

Pharmaceutical compositions for use in accordance with the present invention thus 
may be formulated in a conventional manner using one or more physiologically acceptable 
carriers comprising excipients and auxiliaries which facilitate processing of the active 

20 compounds into preparations which can be used pharmaceutical!^ These pharmaceutical 
compositions may be manufactured in a manner that is itself known, eg., by means of 
conventional mixing, dissolving, granulating, dragee-making, levigating, emulsifying, 
encapsulating, entrapping or lyophilizing processes. Proper formulation is dependent upon 
the route of administration chosen. When a therapeutically effective amount of protein or 

25 other active ingredient of the present invention is administered orally, protein or other active 
ingredient of the present invention will be in the form of a tablet, capsule, powder, solution 
or elixir. When administered in tablet form, the pharmaceutical composition of the invention 
may additionally contain a solid carrier such as a gelatin or an adjuvant The tablet, capsule, 
and powder contain from about 5 to 95% protein or other active ingredient of the present 

30 invention, and preferably from about 25 to 90% protein or other active ingredient of the 
present invention. When administered in liquid form, a liquid carrier such as water, 
petroleum, oils of animal or plant origin such as peanut oil, mineral oil, soybean oil, or 
sesame oil, or synthetic oils may be added. The liquid form of the pharmaceutical 



WO 2004/080148 



PCT/US2003/030720 



75 

composition may further contain physiological saline solution, dextrose or other saccharide 
solution, or glycols such as ethylene glycol, propylene glycol or polyethylene glycol. When 
administered in liquid form, the pharmaceutical composition contains from about 0.5 to 90% 
by weight of protein or other active ingredient of the present invention, and preferably from 
5 about 1 to 50% protein or other active ingredient of the present invention. 

When a therapeutically effective amount of protein or other active ingredient of the 
present invention is administered by intravenous, cutaneous or subcutaneous injection, 
protein or other active ingredient of the present invention will be in the form of a 
pyrogen-free, parenterally acceptable aqueous solution. The preparation of such parenterally 

10 acceptable protein or other active ingredient solutions, having due regard to pH, isotonicity, 
stability, and the like, is within the skill in the art. A preferred pharmaceutical composition 
for intravenous, cutaneous, or subcutaneous injection should contain, in addition to protein 
or other active ingredient of the present invention, an isotonic vehicle such as Sodium 
Chloride Injection, Ringer's Injection, Dextrose Injection, Dextrose and Sodium Chloride 

1 5 Injection, Lactated Ringer's Injection, or other vehicle as known in the art The 
pharmaceutical composition of the present invention may also contain stabilizers, 
preservatives, buffers, antioxidants, or other additives known to those of skill in the art. For 
injection, the agents of the invention may be formulated in aqueous solutions, preferably in 
physiologically compatible buffers such as Hanks's solution, Ringer's solution, or 

20 physiological saline buffer. For transmucosal administration, penetrants appropriate to the 
barrier to be permeated are used in the formulation. Such penetrants are generally known in 
the art 

For oral administration, the compounds can be formulated readily by combining the 
active compounds with phannaceutically acceptable carriers well known in the ait Such 

25 carriers enable the compounds of the invention to be formulated as tablets, pills, dragees, 
capsules, liquids, gels, syrups, slurries, suspensions and the like, for oral ingestion by a 
patient to be treated. Pharmaceutical preparations for oral use can be obtained from a solid 
excipient, optionally grinding a resulting mixture, and processing the mixture of granules, 
after adding suitable auxiliaries, if desired, to obtain tablets or dragee cores. Suitable 

30 excipients are, in particular, fillers such as sugars, including lactose, sucrose, mannitol, or 
sorbitol; cellulose preparations such as, for example, maize starch, wheat starch, rice starch, 
potato starch, gelatin, gum tragacanth, methyl cellulose, hydroxypropylmethyl-cellulose, 
sodium cafboxymethylcellulose, and/or polyvinylpyrrolidone (PVP). If desired, 
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disintegrating agents may be added, such as the cross-linked polyvinyl pyrrolidone, agar, or 
alginic acid or a salt thereof such as sodium alginate. Dragee cores are provided with 
suitable coatings. For this purpose, concentrated sugar solutions may be used, which may 
optionally contain gum arabic, talc, polyvinyl pyrrolidone, carbopol gel, polyethylene glycol, 
5 and/or titanium dioxide, lacquer solutions, and suitable organic solvents or solvent mixtures. 
Dyestuffs or pigments may be added to the tablets or dragee coatings for identification or to 
characterize different combinations of active compound doses. 

Pharmaceutical preparations which can be used orally include push-fit capsules made 
of gelatin, as well as soft, sealed capsules made of gelatin and a plasticizer, such as glycerol 

10 or sorbitol. The push-fit capsules can contain the active ingredients in admixture with filler 
such as lactose, binders such as starches, and/or lubricants such as talc or magnesium 
stearate and, optionally, stabilizers. In soft capsules, the active compounds may be dissolved 
or suspended in suitable liquids, such as fatty oils, liquid paraffin, or liquid polyethylene - 
glycols. In addition, stabilizers may be added. All formulations for oral administration 

1 5 should be in dosages suitable for such administration. For buccal administration, the 

compositions may take the form of tablets or lozenges formulated in conventional manner. 

For administration by inhalation, the compounds for use according to the present 
invention are conveniently delivered in the form of an aerosol spray presentation from 
pressurized packs or a nebuliser, with the use of a suitable propellant, e.g. 9 

20 dichlorodifluoromethane, trichlorofluoromethane, dichlorotetrafluoroethane, carbon dioxide 
or other suitable gas. In the case of a pressurized aerosol the dosage unit may be determined 
by providing a valve to deliver a metered amount Capsules and cartridges of, e.g, gelatin 
for use in an inhaler or insufflator may be formulated containing a powder mix of the 
compound and a suitable powder base such as lactose or starch. The compounds may be 

25 formulated for parenteral administration by injection, e.g. 9 by bolus injection or continuous 
infusion. Formulations for injection may be presented in unit dosage form, e.g., in ampules 
or in multi-dose containers, with an added preservative. The compositions may take such 
forms as suspensions, solutions or emulsions in oily or aqueous vehicles, and may contain 
formulatory agents such as suspending, stabilizing and/or dispersing agents. 

30 Pharmaceutical formulations for parenteral administration include aqueous solutions 

of the active compounds in water-soluble form. Additionally, suspensions of the active 
compounds may be prepared as appropriate oily injection suspensions. Suitable lipophilic 
solvents or vehicles include fatty oils such as sesame oil, or synthetic fatty acid esters, such 
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as ethyl oleate or triglycerides, or liposomes. Aqueous injection suspensions may contain 
substances which increase the viscosity of the suspension, such as sodium carboxymethyl 
cellulose, soibitol, or dextran. Optionally, the suspension may also contain suitable 
stabilizers or agents which increase the solubility of the compounds to allow for the 
5 preparation of highly concentrated solutions. Alternatively, the active ingredient may be in 
powder form for constitution with a suitable vehicle, eg., sterile pyrogen-free water, before 
use. 

The compounds may also be formulated in rectal compositions such as suppositories 
or retention enemas, e.g., containing conventional suppository bases such as cocoa butter or 

10 other gjycerides. In addition to the formulations described previously, the compounds may 
also be formulated as a depot preparation. Such long acting formulations may be 
administered by implantation (for example subcutaneously or intramuscularly) or by 
intramuscular injection. Thus, for example, the compounds may be formulated with suitable 
polymeric or hydrophobic materials (for example as an emulsion in an acceptable oil) or ion 

15 exchange resins, or as sparingly soluble derivatives, for example, as a sparingly soluble salt 
A pharmaceutical carrier for the hydrophobic compounds of the invention is a co- 
solvent system comprising benzyl alcohol, a nonpolar surfactant, a water-miscible organic 
polymer, and an aqueous phase. The co-solvent system may be the VPD co-solvent system. 
VPD is a solution of 3% w/v benzyl alcohol, 8% w/v of the nonpolar surfactant polysorbate 

20 80, and 65% w/v polyethylene glycol 300, made up to volume in absolute ethanol. The VPD 
co-solvent system (VPD: 5W) consists of VPD diluted 1 : 1 with a 5% dextrose in water 
solution. This co-solvent system dissolves hydrophobic compounds well, and itself produces 
low toxicity upon systemic administration. Naturally, the proportions of a co-solvent system 
may be varied considerably without destroying its solubility and toxicity characteristics. 

25 Furthermore, the identity of the co-solvent components may be varied: for example, other 
low-toxicity nonpolar surfactants may be used instead of polysorbate 80; the fraction size of 
polyethylene glycol may be varied; other biocompatible polymers may replace polyethylene 
glycol, e.g. polyvinyl pyrrolidone; and other sugars or polysaccharides may substitute for 
dextrose. Alternatively, other delivery systems for hydrophobic pharmaceutical compounds 

30 may be employed. Liposomes and emulsions are well known examples of delivery vehicles 
or carriers for hydrophobic drugs. Certain organic solvents such as dimethylsulfoxide also 
may be employed, although usually at the cost of greater toxicity. Additionally, the 
compounds may be delivered using a sustained-release system, such as semipermeable 
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matrices of solid hydrophobic polymers containing the therapeutic agent Various types of 
sustained-release materials have been established and are well known by those skilled in the 
art Sustained-release capsules may, depending on their chemical nature, release the 
compounds for a few weeks up to over 100 days. Depending on the chemical nature and the 
5 biological stability of the therapeutic reagent, additional strategies for protein or other active 
ingredient stabilization may be employed. 

The pharmaceutical compositions also may comprise suitable solid or gel phase 
carriers or excipients. Examples of such carriers or excipients include but are not limited to 
calcium carbonate, calcium phosphate, various sugars, starches, cellulose derivatives, 

10 • gelatin, and polymers such as polyethylene glycols. Many of the active ingredients of the 
invention may be provided as salts with pharmaceutically compatible counter ions. Such 
pharmaceutically acceptable base addition salts are those salts which retain the biological 
effectiveness and properties of the free acids and which are obtained by reaction with 
inorganic or organic bases such as sodium hydroxide, magnesium hydroxide, ammonia, 

15 trialkylamine, dialkylamine, monoalkylamine, dibasic amino acids, sodium acetate, 
potassium benzoate, triethanol amine and the like. 

The pharmaceutical composition of the invention may be in the form of a complex of 
the protein(s) or other active ingredients) of present invention along with protein or peptide 
antigens. The protein and/or peptide antigen will deliver a stimulatory signal to both B and T 

20 lymphocytes. B lymphocytes will respond to antigen through their surface immunoglobulin 
receptor. T lymphocytes will respond to antigen through the T ceU receptor (TCR) 
following presentation of the antigen by MHC proteins. MHC and structurally related 
proteins including those encoded by class I and class II MHC genes on host cells will serve 
to present the peptide antigen(s) to T lymphocytes. The antigen components could also be 

25 supplied as purified MHC-peptide complexes alone or with co-stimulatory molecules that 
can directly signal T cells. Alternatively antibodies able to bind surface immunoglobulin 
and other molecules on B cells as well as antibodies able to bind the TCR and other 
molecules on T cells can be combined with the pharmaceutical composition of the invention. 
The pharmaceutical composition of the invention may be in the form of a liposome in 

30 which protein of the present invention is combined, in addition to other pharmaceutically 

acceptable carriers, with amphipathic agents such as lipids which exist in aggregated form as 
micelles, insoluble monolayers, liquid crystals, or lamellar layers in aqueous solution. 
Suitable lipids for liposomal formulation include, without limitation, monoglycerides, 
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diglycerides, sulfatides, lysolecithins, phospholipids, saponin, bile acids, and the like. 
Preparation of such liposomal formulations is within the level of skill in the art, as disclosed, 
for example, in U.S. Patent Nos. 4,235,871; 4,501,728; 4,837,028; and 4,737,323, all of 
which are incorporated herein by reference. 
5 The amount of protein or other active ingredient of the present invention in the 

pharmaceutical composition of the present invention will depend upon the nature and 
severity of the condition being treated, and on the nature of prior treatments which the 
patient has undergone. Ultimately, the attending physician will decide the amount of protein 
or other active ingredient of the present invention with which to treat each individual patient 

10 Initially, the attending physician will administer low doses of protein or other active 
ingredient of the present invention and observe the patient's response. Larger doses of 
protein or other active ingredient of the present invention may be administered until the 
optimal therapeutic effect is obtained for the patient, and at that point the dosage is not 
increased further. It is contemplated that the various pharmaceutical compositions used to 

15 practice the method of the present invention should contain about 0.01 y,g to about 100 mg 
(preferably about 0.1 \xg to about 10 mg, more preferably about 0. 1 fig to about 1 mg) of 
protein or other active ingredient of the present invention per kg body weight For 
compositions of the present invention which are useful for bone, cartilage, tendon or 
ligament regeneration, the therapeutic method includes administering the composition 

20 topically, systematically, or locally as an implant or device. When administered, the 
therapeutic composition for use in this invention is, of course, in a pyrogen-free, 
physiologically acceptable form. Further, the composition may desirably be encapsulated or 
injected in a viscous form for delivery to the site of bone, cartilage or tissue damage. 
Topical administration may be suitable for wound healing and tissue repair. Therapeutically 

25 useful agents other than a protein or other active ingredient of the invention which may also 
optionally be included in the composition as described above, may alternatively or 
additionally, be administered simultaneously or sequentially with the composition in the 
methods of the invention. Preferably for bone and/or cartilage formation, the composition 
would include a matrix capable of delivering the protein-containing or other active 

30 ingredient-containing composition to the site of bone and/or cartilage damage, providing a 
structure for the developing bone and cartilage and optimally capable of being resorbed into 
the body. Such matrices may be formed of materials presently in use for other implanted 
medical applications. 
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The choice of matrix material is based on biocompatibility, biodegradability, 
mechanical properties, cosmetic appearance and interface properties. Hie particular 
application of the compositions will define the appropriate formulation. Potential matrices 
for the compositions may be biodegradable and chemically defined calcium sulfate, 
5 tricalcium phosphate, hydroxyapatite, polylactic acid, polyglycolic acid and polyanhydrides. 
Other potential materials are biodegradable and biologically well-defined, such as bone or 
dermal collagen. Further matrices are comprised of pure proteins or extracellular matrix 
components. Other potential matrices are nonbiodegradable and chemically defined, such as 
sintered hydroxyapatite, bioglass, aluminates, or other ceramics. Matrices may be comprised 

10 of combinations of any of the above-mentioned types of material, such as polylactic acid and 
hydroxyapatite or collagen and tricalcium phosphate. The bioceramics may be altered in 
composition, such as in calcium-aluminate-phosphate and processing to alter pore size, 
particle size, particle shape, and biodegradability. Presently preferred is a 50:50 (mole 
weight) copolymer of lactic acid and glycolic acid in the form of porous particles having 

1 5 diameters ranging from 1 50 to 800 microns. In some applications, it will be useful to utilize 
a sequestering agent, such as carboxymethyl cellulose or autologous blood clot, to prevent 
the protein compositions from disassociating from the matrix. 

A preferred family of sequestering agents is cellulosic materials such as 
allcylcelluloses (including hydroxyalkylcelluloses), including methylcellulose, 

20 ethylcellulose, hydroxyethylcellulose, hydroxypropylcellulose, 

hydroxypropyl-methylcellulose, and carboxymethylcellulose, the most preferred being 
cationic salts of carboxymethylcellulose (CMC). Other preferred sequestering agents 
include hyaluronic acid, sodium alginate, poly(ethylene glycol), polyoxyethylene oxide, 
carboxyvinyl polymer and poly(vinyl alcohol). The amount of sequestering agent useful 

25 herein is 0.5-20 wt %, preferably 1-10 wt % based on total formulation weight, which 
represents the amount necessary to prevent desorption of fee protein from the polymer 
matrix and to provide appropriate handling of the composition, yet not so much that the 
progenitor cells are prevented from infiltrating die matrix, thereby providing the protein die 
opportunity to assist the osteogenic activity of the progenitor cells. In further compositions, 

30 proteins or other active ingredients of the invention may be combined with other agents 
beneficial to the treatment of the bone and/or cartilage defect, wound, or tissue in question. 
These agents include various growth factors such as epidermal growth factor (EGF), platelet 
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derived growth factor (PDGF), transforming growth factors (TGF-a and TGF-0), and 
insulin-like growth factor (IGF). 

The therapeutic compositions are also presently valuable for veterinary applications. 
Particularly domestic animals and thoroughbred horses, in addition to humans, are desired 
5 patients for such treatment with proteins or other active ingredients of the present invention. 
The dosage regimen of a protein-containing pharmaceutical composition to be used in tissue 
regeneration will be determined by the attending physician considering various factors which 
modify the action of the proteins, e.g., amount of tissue weight desired to be formed, the site 
of damage, the condition of the damaged tissue, the size of a wound, type of damaged tissue 

10 (e.g. 9 bone), the patienf s age, sex, and diet, the severity of any infection, time of 

administration and other clinical factors. The dosage may vary with the type of matrix used 
in the reconstitution and with inclusion of other proteins in the pharmaceutical composition. 
For example, the addition of other known growth factors, such as IGF I (insulin like growth 
factor I), to the final composition, may also effect the dosage. Progress can be monitored by 

1 5 periodic assessment of tissue/bone growth and/or repair, for example, X-rays, 
histomorphometric determinations and tetracycline labeling. 

Polynucleotides of the present invention can also be used for gene therapy. Such 
polynucleotides can be introduced either in vivo or ex vivo into cells for expression in a 
mammalian subject. Polynucleotides of the invention may also be administered by other 

20 known methods for introduction of nucleic acid into a cell or organism (including, without 
limitation, in the form of viral vectors or naked DNA). Cells may also be cultured ex vivo in 
the presence of proteins of the present invention in order to proliferate or to produce a 
desired effect on or activity in such cells. Treated cells can then be introduced in vivo for 
therapeutic purposes. 

25 

4.123 EFFECTIVE DOSAGE 

Pharmaceutical compositions suitable for use in the present invention include 
compositions wherein the active ingredients are contained in an effective amount to achieve 
its intended purpose. More specifically, a therapeutically effective amount means an amount 
30 effective to prevent development of or to alleviate the existing symptoms of the subject 
being treated. Determination of the effective amount is well within the capability of those 
skilled in the art, especially in light of the detailed disclosure provided herein. For any 
compound used in the method of the invention, the therapeutically effective dose can be 
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estimated initially from appropriate in vitro assays. For example, a dose can be formulated in 
animal models to achieve a circulating concentration range that can be used to more 
accurately determine useful doses in humans. For example, a dose can be formulated in 
animal models to achieve a circulating concentration range that includes the IC50 as 
5 determined in cell culture (L e. , the concentration of the test compound which achieves a 
half-maximal inhibition of the protein's biological activity). Such information can be used 
to more accurately determine useful doses in humans. 

A therapeutically effective dose refers to that amount of the compound that results in 
amelioration of symptoms or a prolongation of survival in a patient Toxicity and therapeutic 

1 0 efficacy of such compounds can be determined by standard pharmaceutical procedures in 
cell cultures or experimental animals, e.g., for determining the LD50 (the dose lethal to 50% 
of the population) and the ED 50 (the dose therapeutically effective in 50% of the population). 
The dose ratio between toxic and therapeutic effects is the therapeutic index and it can be 
expressed as the ratio between LD 50 and ED50. Compounds which exhibit high therapeutic 

15 indices are preferred. The data obtained from these cell culture assays and animal studies 
can be used in formulating a range of dosage for use in human. The dosage of such 
compounds lies preferably within a range of circulating concentrations that include the ED50 
with little or no toxicity. The dosage may vary within this range depending upon the dosage 
form employed and the route of administration utilized. The exact formulation, route of 

20 administration and dosage can be chosen by the individual physician in view of the patient's 
condition. See, e.g. 9 Fingl et aL, 1975, in "The Pharmacological Basis of Therapeutics", Ch. 
1 p. 1 . Dosage amount and interval may be adjusted individually to provide plasma levels of 
the active moiety which are sufficient to maintain the desired effects, or minimal effective 
concentration (MEC). The MEC will vary for each compound but can be estimated from in 

25 vitro data. Dosages necessary to achieve the MEC will depend on individual characteristics 
and route of administration. However, HPLC assays or bioassays can be used to determine 
plasma concentrations. 

Dosage intervals can also be determined using MEC value. Compounds should be 
administered using a regimen which maintains plasma levels above the MEC for 10-90% of 

30 the time, preferably between 30-90% and most preferably between 50-90%. In cases of local 
administration or selective uptake, the effective local concentration of the drug may not be 
related to plasma concentration. 
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An exemplary dosage regimen for polypeptides or other compositions of the 
invention will be in the range of about 0.01 ^ig/kg to 100 mg/kg of body weight daily, with 
the preferred dose being about 0.1 \igfkg to 25 mg/kg of patient body weight daily, varying 
in adults and children. Dosing may be once daily, or equivalent doses may be delivered at 
5 longer or shorter intervals. 

The amount of composition administered will, of course, be dependent on the subject 
being treated, on the subject's age and weight, the severity of the affliction, the manner of 
administration and the judgment of the prescribing physician. 



10 4.12.4 PACKAGING 

The compositions may, if desired, be presented in a pack or dispenser device which 
may contain one or more unit dosage forms containing the active ingredient The pack may, 
for example, comprise metal or plastic foil, such as a blister pack. The pack or dispenser 
device may be accompanied by instructions for administration. Compositions comprising a 
1 5 compound of the invention formulated in a compatible pharmaceutical carrier may also be 
prepared, placed in an appropriate container, and labeled for treatment of an indicated 
condition. 

4.13 ANTIBODIES 

20 Also included in the invention are antibodies to proteins, or fragments of proteins of 

the invention. The term "antibody" as used herein refers to immunoglobulin molecules and 
immunologically active portions of immunoglobulin (Ig) molecules, i.e., molecules that 
contain an antigen-binding site that specifically binds (immunoreacts with) an antigen. Such 
antibodies include, but are not limited to, polyclonal, monoclonal, chimeric, single chain, 

25 F^, Fab- and F (ab »)2 fragments, and an Fab expression library. In general, an antibody molecule 
obtained from humans relates to any of the classes IgG, IgM, IgA, IgE and IgD, which differ 
from one another by the nature of the heavy chain present in the molecule. Certain classes 
have subclasses as well, such as IgGi, IgG2, and others. Furthermore, in humans, the light 
chain may be a kappa chain or a lambda chain. Reference herein to antibodies includes a 

30 reference to all such classes, subclasses and types of human antibody species. 

An isolated related protein of the invention may be intended to serve as an antigen, or 
a portion or fragment thereof, and additionally can be used as an immunogen to generate 
antibodies that immunospecifically bind the antigen, using standard techniques for 
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polyclonal and monoclonal antibody preparation. The full-length protein can be used or, 
alternatively, the invention provides antigenic peptide fragments of the antigen for use as 
immunogens. An antigenic peptide fragment comprises at least 6 amino acid residues of the 
amino acid sequence of the full length protein, such as an amino acid sequence shown in 
5 SEQ ID NO: 685-1368, or 1967-2564, or Tables 3A, 3B, 5, 7, or 8, and encompasses an 
epitope thereof such that an antibody raised against the peptide forms a specific immune 
complex with the full length protein or with any fragment that contains the epitope. 
Preferably, the antigenic peptide comprises at least 10 amino acid residues, or at least 15 
amino acid residues, or at least 20 amino acid residues, or at least 30 amino acid residues. 

1 0 Preferred epitopes encompassed by the antigenic peptide are regions of the protein that are 
located on its surface; commonly these are hydrophilic regions. 

In certain embodiments of the invention, at least one epitope encompassed by the 
antigenic peptide is a surface region of the protein, a hydrophilic region. A 
hydrophobicity analysis of the human related protein sequence will indicate which regions of 

15 a related protein are particularly hydrophilic and, therefore, are likely to encode surface 
residues useful for targeting antibody production. As a means for targeting antibody 
production, hydropathy plots showing regions of hydrophilicity and hydrophobicity may be 
generated by any method well known in the art, including, for example, the Kyte Doolittle or 
the Hopp Woods methods, either with or without Fourier transformation. See, e.g. 9 Hopp and 

20 Woods, 1981, Proc. Nat. Acad. Sci. USA 78: 3824-3828; Kyte and DoolMe 1982, J. Mol. 
Biol. 157: 105-142, each of which is incorporated herein by reference in its entirety. 
Antibodies that are specific for one or more domains within an antigenic protein, or 
derivatives, fragments, analogs or homologs thereof, are also provided herein. 

A protein of the invention, or a derivative, fragment, analog, homolog or ortholog 

25 thereof, may be utilized as an immunogen in the generation of antibodies that 
immunospecifically bind these protein components. 

The term "specific for" indicates that the variable regions of the antibodies of the 
invention recognize and bind polypeptides of the invention exclusively able to 
distinguish the polypeptide of the invention from other similar polypeptides despite sequence 

30 identity, homology, or similarity found in the family of polypeptides), but may also interact 
with other proteins (for example, S. aureus protein A or other antibodies in ELISA 
techniques) through interactions with sequences outside the variable region of the antibodies, 
and in particular, in the constant region of the molecule. Screening assays to determine 
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binding specificity of an antibody of the invention are well known and routinely practiced in 
the art. For a comprehensive discussion of such assays, see Harlow et al. (Eds), Antibodies 
A Laboratory Manual; Cold Spring Harbor Laboratory; Cold Spring Harbor, NY (1988), 
Chapter 6. Antibodies that recognize and bind fragments of the polypeptides of the 
5 invention are also contemplated, provided that the antibodies are first and foremost specific 
for, as defined above, full-length polypeptides of the invention. As with antibodies that are 
specific for full length polypeptides of the invention, antibodies of the invention that 
recognize fragments are those which can distinguish polypeptides from the same family of 
polypeptides despite inherent sequence identity, homology, or similarity found in the family 
10 of proteins. 

Antibodies of the invention are useful for, for example, therapeutic purposes (by 
modulating activity of a polypeptide of fee invention), diagnostic purposes to detect or 
quantitate a polypeptide of the invention, as well as purification of a polypeptide of the 
invention. Kits comprising an antibody of the invention for any of the purposes described 

1 5 herein are also comprehended. In general, a kit of the invention also includes a control 
antigen for which the antibody is immunospecific. The invention further provides a 
hybridoma that produces an antibody according to the invention. Antibodies of the 
invention are useful for detection and/or purification of the polypeptides of the invention. 
Monoclonal antibodies binding to the protein of the invention may be useful 

20 diagnostic agents for the immunodetection of the protein. Neutralizing monoclonal 
antibodies binding to the protein may also be useful therapeutics for both conditions 
associated with the protein and also in the treatment of some forms of cancer where 
abnormal expression of the protein is involved. In the case of cancerous cells or leukemic 
cells, neutralizing monoclonal antibodies against the protein may be useful in detecting and 

25 preventing the metastatic spread of the cancerous cells, which may be mediated by the 
protein. 

The labeled antibodies of the present invention can be used for in vitro, in wvo, and 
in situ assays to identify cells or tissues in which a fragment of the polypeptide of interest is 
expressed. The antibodies may also be used directly in therapies or other diagnostics. The 
30 present invention further provides the above-described antibodies immobilized on a solid 
support Examples of such solid supports include plastics such as polycarbonate, complex 
carbohydrates such as agarose and Sepharose®, acrylic resins and such as polyacrylamide 
and latex beads. Techniques for coupling antibodies to such solid supports are well known 
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in the art (Weir, D.M. et al., "Handbook of Experimental Immunology 0 4th Ed., Blackwell 
Scientific Publications, Oxford, England, Chapter 10 (1986); Jacoby, W.D. et al., Meth. 
Enzym. 34 Academic Press, N.Y. (1974)). The immobilized antibodies of the present 
invention can be used for in vitro, in vivo, and in situ assays as well as for immuno-affinity 
5 purification of the proteins of the present invention. 

Various procedures known within the art may be used for the production of 
polyclonal or monoclonal antibodies directed against a protein of the invention, or against 
derivatives, fragments, analogs homologs or orthologs thereof (see, for example, Antibodies: 
A Laboratory Manual, Harlow E, and Lane D, 1988, Cold Spring Harbor Laboratory Press, 
10 Cold Spring Harbor, NY, incorporated herein by reference). Some of these antibodies are 
discussed below. 

4.13.1 POLYCLONAL ANTIBODIES 

For the production of polyclonal antibodies, various suitable host animals (e.g., 

1 5 rabbit, goat, mouse or other mammal) may be immunized by one or more injections with the 
native protein, a synthetic variant thereof, or a derivative of the foregoing. An appropriate 
immunogenic preparation can contain, for example, the naturally occurring immunogenic 
protein, a chemically synthesized polypeptide representing the immunogenic protein, or a 
recombinantly expressed immunogenic protein. Furthermore, the protein may be conjugated 

20 to a second protein known to be immunogenic in the mammal being immunized. Examples 
of such immunogenic proteins include but are not limited to keyhole limpet hemocyanin, 
serum albumin, bovine thyroglobulin, and soybean trypsin inhibitor. The preparation can 
further include an adjuvant. Various adjuvants used to increase the immunological response 
include, but are not limited to, Freund's (complete and incomplete), mineral gels (e.g., 

25 aluminum hydroxide), surface-active substances (e.g., lysolecithin, pluronic polyols, . 

polyanions, peptides, oil emulsions, dinitrophenol, etc.), adjuvants usable in humans such as 
Bacille Calmette-Guerin and Coiynebacterium parvum, or similar immunostimulatory 
agents. Additional examples of adjuvants that can be employed include MPL-TDM adjuvant 
(monophosphoryl Lipid A, synthetic trehalose dicorynomycolate). 

30 The polyclonal antibody molecules directed against the immunogenic protein can be 

isolated from the mammal (e.g., from the blood) and further purified by well known 
techniques, such as affinity chromatography using protein A or protein G, which provide 
primarily the IgG fraction of immune serum. Subsequently, or alternatively, the specific 



WO 2004/080148 



PCT/US2003/030720 



87 

antigen which is the target of the immunoglobulin sought, or an epitope thereof, may be 
immobilized on a column to purify the immune specific antibody by immunoaffinity 
chromatography. Purification of immunoglobulins is discussed, for example, by D. 
Wilkinson (The Scientist, published by The Scientist, Inc., Philadelphia PA, Vol. 14, No. 8 
5 (April 17, 2000), pp. 25-28). 

4.13.2 MONOCLONAL ANTIBODIES 

The term "monoclonal antibody" (MAb) or "monoclonal antibody composition", as 
used herein, refers to a population of antibody molecules that contain only one molecular 

10 species of antibody molecule consisting of a unique light chain gene product and a unique 
heavy chain gene product In particular, the complementarity determining regions (CDRs) 
of the monoclonal antibody are identical in all the molecules of the population. MAbs thus 
contain an antigen-binding site capable of immunoreacting with a particular epitope of the 
antigen characterized by a unique binding affinity for it. 

1 5 Monoclonal antibodies can be prepared using hybridoma methods, such as those 

described by Kohler and Milstein, Nature, 256, 495 (1975). In a hybridoma method, a 
mouse, hamster, or other appropriate host animal, is typically immunized with an 
immunizing agent to elicit lymphocytes that produce or are capable of producing antibodies 
that will specifically bind to the immunizing agent. Alternatively, the lymphocytes can be 

20 immunized in vitro. 

The immunizing agent will typically include the protein antigen, a fragment thereof 
or a fusion protein thereof. Generally, either peripheral blood lymphocytes are used if cells 
of human origin are desired, or spleen cells or lymph node cells are used if non-human 
mammalian sources are desired. The lymphocytes are then fused with an immortalized cell 

25 line using a suitable fusing agent, such as polyethylene glycol, to form a hybridoma cell 
(Goding, Monoclonal Antibodies: Principles and Practice, Academic Press, (1986) pp. 59- 
103). Immortalized cell lines are usually transformed mammalian cells, particularly 
myeloma cells of rodent, bovine and human origin. Usually, rat or mouse myeloma cell 
lines are employed. The hybridoma cells can be cultured in a suitable culture medium that 

30 preferably contains one or more substances that inhibit the growth or survival of the unfused, 
immortalized cells. For example, if the parental cells lack the enzyme hypoxanthine guanine 
phosphoribosyl transferase (HGPRT or HPRT), the culture medium for the hybridomas 
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typically will include hypoxanthine, aminopterin, and thymidine ("HAT medium"), which 
substances prevent the growth of HGPRT-deficient cells. 

Preferred immortalized cell lines are those that fuse efficiently, support stable high 
level expression of antibody by the selected antibody-producing cells, and are sensitive to a 
5 medium such as HAT medium. More preferred immortalized cell lines are murine myeloma 
lines, which can be obtained, for instance, from the Salk Institute Cell Distribution Center, 
San Diego, California and the American Type Culture Collection, Manassas, Virginia. 
Human myeloma and mouse-human heteromyeloma cell lines also have been described for 
the production of human monoclonal antibodies (Kozbor, J. Immunol., 133:3001 (1984); 

10 Brodeur et al., Monoclonal Antibody Production Techniques and Applications, Marcel 
Dekker, Inc., New York, (1987) pp. 51-63). 

The culture medium in which the hybridoma cells are cultured can then be assayed 
for the presence of monoclonal antibodies directed against the antigen. Preferably, the 
binding specificity of monoclonal antibodies produced by the hybridoma cells is determined 

15 by immunoprecipitation or by an in vitro binding assay, such as radioimmunoassay (RIA) or 
enzyme-linked immunoabsorbent assay (ELISA). Such techniques and assays are known in 
the art The binding affinity of the monoclonal antibody can, for example, be determined by 
the Scatchard analysis of Munson and Pollard, Anal. Biochem., 107, 220 (1980). Preferably, 
antibodies having a high degree of specificity and a high binding affinity for the target 

20 antigen are isolated. 

After the desired hybridoma cells are identified, the clones can be subcloned by 
limiting dilution procedures and grown by standard methods. Suitable culture media for this 
purpose include, for example, Dulbecco f s Modified Eagle's Medium and RPME-1640 
medium. Alternatively, the hybridoma cells can be grown in vivo as ascites in a mammal. 

25 The monoclonal antibodies secreted by the subclones can be isolated or purified from 

the culture medium or ascites fluid by conventional immunoglobulin purification procedures 
such as, for example, protein A-Sepharose, hydroxylapatite chromatography, gel 
electrophoresis, dialysis, or affinity chromatography. 

The monoclonal antibodies can also be made by recombinant DNA methods, such as 

30 those described in U.S. Patent No. 4,816,567. DNA encoding the monoclonal antibodies of 
the invention can be readily isolated and sequenced using conventional procedures (e.g., by 
using oligonucleotide probes that are capable of binding specifically to genes encoding the ' 
heavy and light chains of murine antibodies). The hybridoma cells of the invention serve as 
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a preferred source of such DNA. Once isolated, the DNA can be placed into expression 
vectors, which are then transfected into host cells such as simian COS cells, Chinese hamster 
ovary (CHO) cells, or myeloma cells that do not otherwise produce immunoglobulin protein, 
to obtain the synthesis of monoclonal antibodies in the recombinant host cells. The DNA 
5 also can be modified, for example, by substituting the coding sequence for human heavy and 
light chain constant domains in place of the homologous murine sequences (U.S. Patent No. 
4,816,567; Morrison, Nature 368, 812-13 (1994)) or by covalently joining to the 
immunoglobulin coding sequence all or part of the coding sequence for a non- 
immunoglobulin polypeptide. Such a non-immunoglobulin polypeptide can be substituted 
10 for the constant domains of an antibody of the invention, or can be substituted for the 

variable domains of one antigen-combining site of an antibody of the invention to create a 
chimeric bivalent antibody. 

4.133 HUMANIZED ANTIBODIES 

1 5 The antibodies directed against the protein antigens of the invention can further 

comprise humanized antibodies or human antibodies. These antibodies are suitable for 
administration to humans without engendering an immune response by the human against 
the administered immunoglobulin. Humanized forms of antibodies are chimeric 
immunoglobulins, immunoglobulin chains or fragments thereof (such as Fv, Fab, Fab 1 , 

20 F(ab')2 or other antigen-binding subsequences of antibodies) that are principally comprised 
of the sequence of a human immunoglobulin, and contain minimal sequence derived from a 
non-human immunoglobulin. Humanization can be performed following the method of 
Winter and co-workers (Jones et al., Nature, 321, 522-525 (1986); Riechmann et al., Nature, 
332, 323-327 (1988); Verhoeyen et al., Science, 239, 1534-1536 (1988)), by substituting 

25 rodent CDRs or CDR sequences for the corresponding sequences of a human antibody. (See 
also U.S. Patent No. 5,225,539). In some instances, Fv framework residues of the human 
immunoglobulin are replaced by corresponding non-human residues. Humanized antibodies 
can also comprise residues that are found neither in the recipient antibody nor in the 
imported CDR or framework sequences. In general, the humanized antibody will comprise 

30 substantially all of at least one, and typically two, variable domains, in which all or 

substantially all of the CDR regions correspond to those of a non-human immunoglobulin 
and all or substantially all of the framework regions are those of a human immunoglobulin 
consensus sequence. The humanized antibody optimally also will comprise at least a portion 
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of an immunoglobulin constant region (Fc), typically that of a human immunoglobulin 
(Jones et al, 1986; Riechmann et al., 1988; and Presta, Curr. Op. Struct Biol., 2, 593-596 
(1992)). 

5 4.13,4 HUMAN ANTIBODIES 

Fully human antibodies relate to antibody molecules in which essentially the entire 
sequences of both the light chain and the heavy chain, including the CDRs, arise from 
human genes. Such antibodies are termed "human antibodies", or "fully human antibodies" 
herein. Human monoclonal antibodies can be prepared by the trioma technique; the human 

10 B-cell hybridoma technique (see Kozbor, et al., 1983 Immunol Today 4: 72) and the EBV 
hybridoma technique to produce human monoclonal antibodies (see Cole, et al., 1985 In: 
Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). Human 
monoclonal antibodies may be utilized in the practice of the present invention and may be 
produced by using human hybridomas (see Cote, et al., 1983. Proc Natl Acad Sci USA 80, 

1 5 2026-2030) or by transforming human B-ceDs with Epstein Barr Virus in vitro (see Cole, et 
al, 1985 In: Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). 

In addition, human antibodies can also be produced using additional techniques, 
including phage display libraries (Hoogenboom and Winter, J. Mol. Biol., 227, 381 (1991); 
Marks et al., J. Mol. Biol., 222:581 (1991)). Similarly, human antibodies can be made by 

20 introducing human immunoglobulin loci into transgenic animals, e.g., mice in which the 
endogenous immunoglobulin genes have been partially or completely inactivated. Upon 
challenge, human antibody production is observed, which closely resembles that seen in 
humans in all respects, including gene rearrangement, assembly, and antibody repertoire. 
This approach is described, for example, in U.S. Patent Nos. 5,545,807; 5,545,806; 

25 5,569,825; 5,625,126; 5,633,425; 5,661,016, and in Marks et al. (Bio/Technology 10, 779- 
783 (1992)); Lonberg et al. (Nature 368, 856-859 (1994)); Morrison (Nature 368, 812-13 

(1994) ); Fishwild et al, (Nature Biotechnology 14, 845-51 (1996)); Neuberger (Nature 
Biotechnology 14, 826 (1996)); and Lonberg and Huszar (Intern. Rev. Immunol. 13, 65-93 

(1995) ). 

30 Human antibodies may additionally be produced using transgenic nonhuman animals 

that are modified so as to produce fully human antibodies rather than the animal's 
endogenous antibodies in response to challenge by an antigen. (See PCT publication 
WO94/02602). The endogenous genes encoding the heavy and light immunoglobulin chains 
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in the nanhuman host have been incapacitated, and active loci encoding human heavy and 
light chain immunoglobulins are inserted into the host's genome. The human genes are 
incorporated, for example, using yeast artificial chromosomes containing the requisite 
human DNA segments. An animal which provides all the desired modifications is then 
5 obtained as progeny by crossbreeding intermediate transgenic animals containing fewer than 
the full complement of the modifications. The preferred embodiment of such a nonhuman 
animal is a mouse, and is termed the Xenomouse™ as disclosed in PCT publications WO 
96/33735 and WO 96/34096. This animal produces B cells that secrete fully human 
immunoglobulins. The antibodies can be obtained directly from the animal after 

1 0 imm un i zation with an immunogen of interest, as, for example, a preparation of a polyclonal 
antibody, or alternatively from immortalized B cells derived from the animal, such as 
hybridomas producing monoclonal antibodies. Additionally, the genes encoding the 
immunoglobulins with human variable regions can be recovered and expressed to obtain the 
antibodies directly, or can be further modified to obtain analogs of antibodies such as, for 

1 5 example, single chain Fv molecules. 

An example of a method of producing a nonhuman host, exemplified as a mouse, 
lacking expression of an endogenous immunoglobulin heavy chain is disclosed in U.S. 
Patent No. 5,939,598. It can be obtained by a method including deleting the J segment genes 
from at least one endogenous heavy chain locus in an embryonic stem cell to prevent 

20 rearrangement of the locus and to prevent formation of a transcript of a rearranged 
immunoglobulin heavy chain locus, the deletion being effected by a targeting vector 
containing a gene encoding a selectable marker; and producing from the embryonic stem cell 
a transgenic mouse whose somatic and germ cells contain the gene encoding the selectable 
marker. 

25 A method for producing an antibody of interest, such as a human antibody, is 

disclosed in U.S. Patent No. 5,916,771 . It includes introducing an expression vector that 
contains a nucleotide sequence encoding a heavy chain into one mammalian host cell in 
culture, introducing an expression vector containing a nucleotide sequence encoding a light 
chain into another mammalian host cell, and fusing the two cells to form a hybrid cell. The 

30 hybrid cell expresses an antibody containing the heavy chain and the light chain. 

In a further improvement on this procedure, a method for identifying a clinically 
relevant epitope on an immunogen, and a correlative method for selecting an antibody that 
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binds immunospecifically to the relevant epitope with high affinity, are disclosed in PCX 
publication WO 99/53049. 

4.13.5 FAB FRAGMENTS AND SINGLE CHAIN ANTIBODIES 

5 According to the invention, techniques can be adapted for the production of 

single-chain antibodies specific to an antigenic protein of the invention (see e.g., U.S. Patent 
No. 4,946,778). In addition, methods can be adapted for the construction of Fab expression 
libraries (see e.g., Huse, et al., 1989 Science 246, 1275-1281) to allow rapid and effective 
identification of monoclonal F a b fragments with the desired specificity for a protein or 

10 derivatives, fragments, analogs or homologs thereof. Antibody fragments that contain the 
idiotypes to a protein antigen may be produced by techniques known in the art including, but 
not limited to: (i) an F(ay)2 fragment produced by pepsin digestion of an antibody molecule; 
(ii) an F a b fragment generated by reducing the disulfide bridges of an F^-p fragment; (iii) an 
F^ fragment generated by the treatment of the antibody molecule with papain and a reducing 

1 5 agent and (iv) F v fragments. 

4.13.6 BISPECIFIC ANTIBODIES 

Bispecific antibodies are monoclonal, preferably human or humanized, antibodies 
that have binding specificities for at least two different antigens. In the present case, one of 
20 the binding specificities is for an antigenic protein of the invention. The second binding 
target is any other antigen, and advantageously is a cell-surface protein or receptor or 
receptor subunit 

Methods for making bispecific antibodies are known in the art Traditionally, the 
recombinant production of bispecific antibodies is based on the co-expression of two 

25 immunoglobulin heavy-chain/light-chain pairs, where the two heavy chains have different 
specificities (Milstein and Cuello, Nature, 305, 537-539 (1983)). Because of the random 
assortment of immunoglobulin heavy and light chains, these hybridomas (quadromas) 
produce a potential mixture of ten different antibody molecules, of which only one has the 
correct bispecific structure. The purification of the correct molecule is usually accomplished 

30 by affinity chromatography steps. Similar procedures are disclosed in WO 93/08829, 
published 13 May *1993, and in Traunecker et ai, 1991 EMBOJ., 10, 3655-3659. 

Antibody variable domains with the desired binding specificities (antibody-antigen 
combining sites) can be fused to immunoglobulin constant domain sequences. The fusion 
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preferably is with an immunoglobulin heavy-chain constant domain, comprising at least part 
of the hinge, CH2, and CH3 regions. It is preferred to have the first heavy-chain constant 
region (CHI) containing the site necessary for light-chain binding present in at least one of 
the fusions. DNAs encoding the immunoglobulin heavy-chain fusions and, if desired, fee 
5 immunoglobulin light chain, are inserted into separate expression vectors, and are co- 
transfected into a suitable host organism. For further details of generating bispecific 
antibodies see, for example, Suresh et al., Methods in Enzymology, 121, 210 (1986). 

According to another approach described in WO 96/270 1 1 , the interface between a 
pair of antibody molecules can be engineered to maximize the percentage of heterodimers 

1 0 that are recovered from recombinant cell culture. The preferred interface comprises at least 
a part of the CH3 region of an antibody constant domain. In this method, one or more small 
amino acid side chains from the interface of the first antibody molecule are replaced with 
larger side chains (e.g. tyrosine or tryptophan). Compensatory "cavities" of identical or 
similar size to the large side chain(s) are created on the interface of the second antibody 

1 5 molecule by replacing large amino acid side chains with smaller ones (e.g. alanine or 

threonine). This provides a mechanism for increasing the yield of the heterodimer over other 
unwanted end-products such as homodimers. 

Bispecific antibodies can be prepared as full-length antibodies or antibody fragments 
(e.g. F(ab')2 bispecific antibodies). Techniques for generating bispecific antibodies from 

20 antibody fragments have been described in the literature. For example, bispecific antibodies 
can be prepared using chemical linkage. Brennan et al., Science 229, 81 (1985) describe a 
procedure wherein intact antibodies are proteolytically cleaved to generate F(ab')2 
fragments. These fragments are reduced in the presence of the dithiol complexing agent 
sodium arsenite to stabilize vicinal dithiols and prevent intermolecular disulfide formation. 

25 The Fab' fragments generated are then converted to thionitrobenzoate (TNB) derivatives. 
One of the Fab'-TNB derivatives is then reconverted to the Fab'-thiol by reduction with 
mercaptoethylamine and is mixed with an equimolar amount of the other Fab' -TNB 
derivative to form the bispecific antibody. The bispecific antibodies produced can be used 
as agents for the selective immobilization of enzymes. 

30 Additionally, Fab' fragments can be directly recovered from E. coli and chemically 

coupled to form bispecific antibodies. Shalaby et al., J. Exp. Med. 175, 217-225 (1992) 
describe the production of a fully humanized bispecific antibody F(ab')2 molecule. Each 
Fab' fragment was separately secreted from E. coli and subjected to directed chemical 
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coupling in vitro to form the bispecific antibody. The bispecific antibody thus formed was 
able to bind to cells overexpressing the ErbB2 receptor and normal human T cells, as well as 
trigger the lytic activity of human cytotoxic lymphocytes against human breast tumor targets. 
Various techniques for making and isolating bispecific antibody fragments directly 
5 from recombinant cell culture have also been described. For example, bispecific antibodies 
have been produced using leucine zippers. Kostelny et al., J. Immunol. 148(5), 1547-1553 
(1992). The leucine zipper peptides from the Fos and Jun proteins were linked to the Fab' 
portions of two different antibodies by gene fusion. The antibody homodimers were reduced 
at the hinge region to form monomers and then re-oxidized to form the antibody 

1 0 heterodimers. This method can also be utilized for the production of antibody homodimers. 
The "diabody" technology described by Hollinger et al., Proc. Natl. Acad. Sci. USA 90, 
6444-6448 (1993) has provided an alternative mechanism for making bispecific antibody 
fragments. The fragments comprise a heavy-chain variable domain (Vh) connected to a 
light-chain variable domain (Vl) by a linker which is too short to allow pairing between the 

1 5 two domains on the same chain. Accordingly, the Vh and Vl domains of one fragment are 
forced to pair with die complementary Vl and Vh domains of another fragment, thereby 
forming two antigen-binding sites. Another strategy for making bispecific antibody 
fragments by the use of single-chain Fv (sFv) dimers has also been reported. See, Gruber et 
al., J. Immunol. 152, 5368 (1994). 

20 Antibodies with more than two valencies are contemplated. For example, trispecific 

antibodies can be prepared Tutt et al., J. Immunol. 147, 60 (1991). 

Exemplary bispecific antibodies can bind to two different epitopes, at least one of 
which originates in the protein antigen of the invention. Alternatively, an anti-antigenic arm 
of an immunoglobulin molecule can be combined with an arm which binds to a triggering 

25 molecule on a leukocyte such as a T-cell receptor molecule (e.g. CD2, CD3, CD28, or B7), 
or Fc receptors for IgG (Fo>R), such as Fc)RI (CD64), Fc-yRII (CD32) and FcyRIII (CD16) 
so as to focus cellular defense mechanisms to the cell expressing the particular antigen. 
Bispecific antibodies can also be used to direct cytotoxic agents to cells which express a 
particular antigen. These antibodies possess an antigen-binding arm and an arm which binds 

30 a cytotoxic agent or a radionuclide chelator, such as EOTUBE, DPTA, DOTA, or TETA. 

Another bispecific antibody of interest binds the protein antigen described herein and further 
binds tissue factor (TF). 
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4.13.7 HETEROCONJUGATE ANTIBODIES 

Heteroconjugate antibodies are also within the scope of the present invention. 
Heteroconjugate antibodies are composed of two covalently joined antibodies. Such 
antibodies have, for example, been proposed to target immune system cells to unwanted cells 
5 (U.S. Patent No. 4,676,980), and for treatment of HIV infection (WO 91/00360; WO 
92/200373; EP 03089). It is contemplated that the antibodies can be prepared in vitro using 
known methods in synthetic protein chemistry, including those involving crosslinking 
agents. For example, immunotoxins can be constructed using a disulfide exchange reaction 
or by forming a thioether bond. Examples of suitable reagents for this purpose include 
10 iminothiolate and methyl^mercaptobutyrimidate and those disclosed, for example, in U.S. 
Patent No. 4,676,980. 

4.13.8 EFFECTOR FUNCTION ENGINEERING 

It can be desirable to modify the antibody of the invention with respect to effector 
1 5 function, so as to enhance, e.g., the effectiveness of the antibody in treating cancer. For 
example, cysteine residue(s) can be introduced into the Fc region, thereby allowing 
interchain disulfide bond formation in this region. The homodimeric antibody thus 
generated can have improved internalization capability and/or increased complement- 
mediated cell killing and antibody-dependent cellular cytotoxicity (ADCC). See Caron et 
20 al., J. Exp Med., 176, 1 191-1 195 (1992) and Shopes, J. Immunol., 148, 2918-2922 (1992). 
Homodimeric antibodies with enhanced anti-tumor activity can also be prepared using 
heterobifunctional cross-linkers as described in Wolff et al. Cancer Research, 53, 2560- 
2565 (1993). Alternatively, an antibody can be engineered that has dual Fc regions and can 
thereby have enhanced complement lysis and ADCC capabilities. See Stevenson et al., 
25 Anti-Cancer Drug Design, 3, 219-230 (1989). 

4.13.9 IMMUNOCONJUGATES 

The invention also pertains to immunoconjugates comprising an antibody conjugated 
to a cytotoxic agent such as a chemotherapeutic agent, toxin (e.g., an enzymatically active 
30 toxin of bacterial, fungal, plant, or animal origin, or fragments thereof), or a radioactive 
isotope (i.e., a radioconjugate). 

Chemotherapeutic agents useful in the generation of such immunoconjugates have 
been described above. Enzymatically active toxins and fragments thereof that can be used 



WO 2004/080148 



PCT/US2003/030720 



96 

include diphtheria A chain, nonbinding active fragments of diphtheria toxin, exotoxin A 
chain (from Pseudomonas aeruginosa), ricin A chain, abrin A chain, modeccin A chain, 
alpha-sarcin, Aleurites fordii proteins, dianthin proteins, Phytolaca americana proteins 
(PAPI, PAPII, and PAP-S), momordica charantia inhibitor, curcin, crotin, sapaonaria 
5 officinalis inhibitor, gelonin, mitogellin, restrictocin, phenomycin, enomycin, and the 

tricothecenes. A variety of radionuclides are available for the production of radioconjugated 
antibodies. Examples include 212 Bi, I3, 1, 131 In, 90 Y, and 186 Re. 

Conjugates of the antibody and cytotoxic agent are made using a variety of 
bifiinctional protein-coupling agents such as N-succinimidyl-3-(2-pyridyldithiol) propionate 

10 (SPDP), iminothiolane (FT), Afunctional derivatives of imidoesters (such as dimethyl 
adipimidate HCL), active esters (such as disuccinimidyl suberate), aldehydes (such as 
glutareldehyde), bis-azido compounds (such as bis (p-azidobenzoyl) hexanediamine), bis- 
diazonium derivatives (such as bis-(p-diazoniumbenz»yl)-ethylenediamine), diisocyanates 
(such as tolyene 2,6-diisocyanate), and bis-active fluorine compounds (such as 1,5-difluoro- 

1 5 2,4-dinitrobenzene). For example, a ricin immunotoxin can be prepared as described in 
Vitetta et al., Science, 238: 1098 (1987). Carbon- 14-labeled l-iso1hiocyanatobenzyl-3- 
methyldiethylene triaminepentaacetic acid (MX-DTPA) is an exemplary chelating agent for 
conjugation of radionucleotide to the antibody. See W094/1 1026. 

In another embodiment, the antibody can be conjugated to a "receptor 11 (such 

20 streptavidin) for utilization in tumor pre targeting wherein the antibody-receptor conjugate is 
administered to the patient, followed by removal of unbound conjugate from the circulation 
using a clearing agent and then administration of a "ligand" (e.g., avidin) that is in turn 
conjugated to a cytotoxic agent. 



4.14 COMPUTER READABLE SEQUENCES 

In one application of this embodiment, a nucleotide sequence of the present invention 
can be recorded on computer readable media. As used herein, "computer readable media" 
refers to any medium which can be read and accessed directly by a computer. Such media 
30 include, but are not limited to: magnetic storage media, such as floppy discs, hard disc 
storage medium, and magnetic tape; optical storage media such as CD-ROM; electrical 
storage media such as RAM and ROM; and hybrids of these categories such as 
magnetic/optical storage media. A skilled artisan can readily appreciate how any of the 
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presently known computer readable mediums can be used to create a manufacture 
comprising computer readable medium having recorded thereon a nucleotide sequence of the 
present invention. As used herein, "recorded" refers to a process for storing information on 
computer readable medium. A skilled artisan can readily adopt any of the presently known 
5 methods for recording information on computer readable medium to generate manufactures 
comprising the nucleotide sequence information of the present invention. 

A variety of data storage structures are available to a skilled artisan for creating a 
computer readable medium having recorded thereon a nucleotide sequence of the present 
invention. The choice of the data storage structure will generally be based on the means 

10 chosen to access the stored information. In addition, a variety of data processor programs 
and formats can be used to store the nucleotide sequence information of the present 
invention on computer readable medium. The sequence information can be represented in a 
word processing text file, formatted in commercially-available software such as WordPerfect 
and Microsoft Word, or represented in the form of an ASCII file, stored in a database 

15 application, such as DB2, Sybase, Oracle, or the like. A skilled artisan can readily adapt any 
number of data processor structuring formats (e.g. text file or database) in order to obtain 
computer readable medium having recorded thereon the nucleotide sequence information of 
the present invention. 

By providing any of the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966 or a 

20 representative fragment thereof; or a nucleotide sequence at least 95% identical to any of the 
nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966 in computer readable form, a 
skilled artisan can routinely access the sequence information for a variety of purposes. 
Computer software is publicly available which allows a skilled artisan to access sequence 
information provided in a computer readable medium. The examples which follow 

25 demonstrate how software which implements the BLAST (Altschul et al., J. Mol. Biol. 

215:403-410 (1990)) and BLAZE (Brutlag et al., Comp. Chem. 17:203-207 (1993)) search 
algorithms on a Sybase system is used to identify open reading frames (ORFs) within a 
nucleic acid sequence. Such ORFs may be protein-encoding fragments and may be useful in 
producing commercially important proteins such as enzymes used in fermentation reactions 

30 and in the production of commercially useful metabolites. 

As used herein, "a computer-based system" refers to the hardware means, software 
means, and data storage means used to analyze the nucleotide sequence information of the 
present invention. The minimum hardware means of the computer-based systems of the 
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present invention comprises a central processing unit (CPU), input means, output means, and 
data storage means. A skilled artisan can readily appreciate that any one of the currently 
available computer-based systems are suitable for use in the present invention. As stated 
above, the computer-based systems of the present invention comprise a data storage means 
5 having stored therein a nucleotide sequence of the present invention and the necessary 
hardware means and software means for supporting and implementing a search means. As 
used herein, "data storage means" refers to memory which can store nucleotide sequence 
information of the present invention, or a memory access means which can access 
manufactures having recorded thereon the nucleotide sequence information of the present 
10 invention. 

As used herein, "search means" refers to one or more programs which are 
implemented on the computer-based system to compare a target sequence or target structural 
motif with the sequence information stored within the data storage means. Search means are 
used to identify fragments or regions of a known sequence which match a particular target 

1 5 sequence or target motif. A variety of known algorithms are disclosed publicly and a variety 
of commercially available software for conducting search means are and can be used in the 
computer-based systems of the present invention. Examples of such software includes, but 
is not limited to, Smith-Waterman, MacPattern (EMBL), BLASTN and BLASTA 
(NPOLYPEPTEDEIA) . A skilled artisan can readily recognize that any one of the available 

20 algorithms or implementing software packages for conducting homology searches can be 
adapted for use in the present computer-based systems. As used herein, a "target sequence" 
can be any nucleic acid or amino acid sequence of six or more nucleotides or two or more 
amino acids. A skilled artisan can readily recognize that the longer a target sequence is, the 
less likely a target sequence will be present as a random occurrence in the database. The 

25 most preferred sequence length of a target sequence is from about 10 to 300 amino acids, 
more preferably from about 30 to 100 nucleotide residues. However, it is well recognized 
that searches for commercially important fragments, such as sequence fragments involved in 
gene expression and protein processing, may be of shorter length. 

As used herein, "a target structural motif," or "target motif," refers to any rationally 

30 selected sequence or combination of sequences in which the sequence(s) are chosen based on 
a three-dimensional configuration which is formed upon the folding of the target motif. 
There are a variety of target motifs known in the art. Protein target motifs include, but are 
not limited to, enzyme active sites and signal sequences. Nucleic acid target motifs include, 
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but are not limited to, promoter sequences, hairpin structures and inducible expression 
elements (protein binding sequences). 

4.15 TRIPLE HELIX FORMATION 

5 In addition, the fragments of the present invention, as broadly described, can be used 

to control gene expression through triple helix formation or antisense DNA or RNA, both of 
which methods are based on the binding of a polynucleotide sequence to DNA or RNA. 
Polynucleotides suitable for use in these methods are preferably 20 to 40 bases in length and 
are designed to be complementary to a region of the gene involved in transcription (triple 

10 helix-see Lee et al., Nucl. Acids Res. 6, 3073 (1979); Cooney et al., Science 15241, 456 
(1988); and Dervan et al., Science 251, 1360 (1991)) or to the mRNA itself (antisense- 
Ohnno, J. Neurochem. 56:560 (1991); Oligodeoxynucleotides as Antisense Inhibitors of 
Gene Expression, CRC Press, Boca Raton, FL (1988)). Triple helix-formation optimally 
results in a shut-off of RNA transcription from DNA, while antisense RNA hybridization 

1 5 blocks translation of an mRNA molecule into polypeptide. Both techniques have been 

demonstrated to be effective in model systems. Information contained in the sequences of 
the present invention is necessary for the design of an antisense or triple helix 
oligonucleotide. 

20 4.16 DIAGNOSTIC ASSAYS AND KITS 

The present invention further provides methods to identify the presence or expression 
of one of the ORFs of the present invention, or homolog thereof, in a test sample, using a 
nucleic acid probe or antibodies of the present invention, optionally conjugated or otherwise 
associated with a suitable label. 

25 In general, methods for detecting a polynucleotide of the invention can comprise 

contacting a sample with a compound that binds to and forms a complex with the 
polynucleotide for a period sufficient to form the complex, and detecting the complex, so 
that if a complex is detected, a polynucleotide of the invention is detected in the sample. 
Such methods can also comprise contacting a sample under stringent hybridization 

30 conditions with nucleic acid primers that anneal to a polynucleotide of the invention under 
such conditions, and amplifying annealed polynucleotides, so that if a polynucleotide is 
amplified, a polynucleotide of the invention is detected in the sample. 
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In general, methods for detecting a polypeptide of the invention can comprise 
contacting a sample with a compound that binds to and forms a complex with the 
polypeptide for a period sufficient to form the complex, and detecting the complex, so that if 
a complex is detected, a polypeptide of the invention is detected in the sample. 
5 In detail, such methods comprise incubating a test sample with one or more of the 

antibodies or one or more of the nucleic acid probes of the present invention and assaying 
for binding of the nucleic acid probes or antibodies to components within the test sample. 

Conditions for incubating a nucleic acid probe or antibody with a test sample vary. 
Incubation conditions depend on the format employed in the assay, the detection methods 

10 employed, and the type and nature of the nucleic acid probe or antibody used in the assay. 
One skilled in the art will recognize that any one of the commonly available hybridization, 
amplification or immunological assay formats can readily be adapted to employ the nucleic 
acid probes or antibodies of the present invention. Examples of such assays can be found in 
Chard, T., An Introduction to Radioimmunoassay and Related Techniques, Elsevier Science 

1 5 Publishers, Amsterdam, The Netherlands (1 986); Bullock, G.R. et al., Techniques in 

hmnunocytochemistry, Academic Press, Orlando, FL Vol. 1 (1982), Vol. 2 (1983), Vol. 3 
(1985); Tijssen, P., Practice and Theory of immunoassays: Laboratory Techniques in 
Biochemistry and Molecular Biology, Elsevier Science Publishers, Amsterdam, The 
Netherlands (1985). The test samples of the present invention include cells, protein or 

20 membrane extracts of cells, or biological fluids such as sputum, blood, serum, plasma, or 
urine. The test sample used in the above-described method will vary based on the assay 
format, nature of the detection method and the tissues, cells or extracts used as the sample to 
be assayed. Methods for preparing protein extracts or membrane extracts of cells are well 
known in the art and can be readily be adapted in order to obtain a sample which is 

25 compatible with the system utilized. 

In another embodiment of the present invention, kits are provided which contain the 
necessary reagents to carry out the assays of the present invention. Specifically, the 
invention provides a compartment kit to receive, in close confinement, one or more 
containers which comprises: (a) a first container comprising one of the probes or antibodies 

30 of the present invention; and (b) one or more other containers comprising one or more of the 
following: wash reagents, reagents capable of detecting presence of a bound probe or 
antibody. 
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In detail, a compartment kit includes any kit in which reagents are contained in 
separate containers. Such containers include small glass containers, plastic containers or 
strips of plastic or paper. Such containers allows one to efficiently transfer reagents from 
one compartment to another compartment such that the samples and reagents are not 
5 cross-contaminated, and the agents or solutions of each container can be added in a 
quantitative fashion from one compartment to another. Such containers will include a 
container which will accept the test sample, a container which contains the antibodies used 
in the assay, containers which contain wash reagents (such as phosphate buffered saline, 
Tris-buffers, etc.), and containers which contain the reagents used to detect the bound 

10 antibody or probe. Types of detection reagents include labeled nucleic acid probes, labeled 
secondary antibodies, or in the alternative, if the primary antibody is labeled, the enzymatic, 
or antibody binding reagents which are capable of reacting with the labeled antibody. One 
skilled in the art will readily recognize that the disclosed probes and antibodies of the present 
invention can be readily incorporated into one of the established kit formats which are well 

15 known in the art 



4.17 MEDICAL IMAGING 

The novel polypeptides and binding partners of the invention are useful in medical 
imaging of sites expressing the molecules of the invention (e.g., where the polypeptide of the 
20 invention is involved in the immune response, for imaging sites of infl a mmation or 
infection). See, e.g., Kunkel et aL, U.S. Pat NO. 5,413,778. Such methods involve 
chemical attachment of a labeling or imaging agent, administration of the labeled 
polypeptide to a subject in a phannaceutically acceptable carrier, and imaging the labeled 
polypeptide in vivo at the target site. 

25 

4.18 SCREENING ASSAYS 

Using the isolated proteins and polynucleotides of the invention, the present 
invention further provides methods of obtaining and identifying agents which bind to a 
polypeptide encoded by an ORF corresponding to any of the nucleotide sequences set forth 
30 in SEQ ID NO: 1-684, or 1369-1966, or bind to a specific domain of the polypeptide 
encoded by the nucleic acid. In detail, said method comprises the steps of: 

(a) contacting an agent with an isolated protein encoded by an ORF of the 
present invention, or nucleic acid of the invention; and 
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(b) determining whether the agent binds to said protein or said nucleic acid. 

In general, therefore, such methods for identifying compounds that bind to a 
polynucleotide of the invention can comprise contacting a compound with a polynucleotide 
of the invention for a time sufficient to form a polynucleotide/compound complex, and 
5 detecting the complex, so that if a polynucleotide/compound complex is detected, a 
compound that binds to a polynucleotide of the invention is identified. 

Likewise, in general, therefore, such methods for identifying compounds that bind to 
a polypeptide of the invention can comprise contacting a compound with a polypeptide of 
the invention for a time sufficient to form a polypeptide/compound complex, and detecting 
10 the complex, so that if a polypeptide/compound complex is detected, a compound that binds 
to a polynucleotide of the invention is identified. 

Methods for identifying compounds that bind to a polypeptide of the invention can 
also comprise contacting a compound with a polypeptide of the invention in a cell for a time 
sufficient to form a polypeptide/compound complex, wherein the complex drives expression 
15 of a receptor gene sequence in the cell, and detecting the complex by detecting reporter gene 
sequence expression, so that if a polypeptide/compound complex is detected, a compound 
that binds a polypeptide of the invention is identified. 

Compounds identified via such methods can include compounds which modulate the 
activity of a polypeptide of the invention (that is, increase or decrease its activity, relative to 
20 activity observed in the absence of the compound). Alternatively, compounds identified via 
such methods can include compounds which modulate the expression of a polynucleotide of 
the invention (that is, increase or decrease expression relative to expression levels observed 
in the absence of the compound). Compounds, such as compounds identified via the 
methods of the invention, can be tested using standard assays well known to those of skill in 
25 the art for their ability to modulate activity/expression. 

The agents screened in the above assay can be, but are not limited to, peptides, 
carbohydrates, vitamin derivatives, or other pharmaceutical agents. The agents can be 
selected and screened at random or rationally selected or designed using protein modeling 
techniques. 

30 For random screening, agents such as peptides, carbohydrates, pharmaceutical agents 

and the like are selected at random and are assayed for their ability to bind to the protein 
encoded by the ORF of the present invention. Alternatively, agents may be rationally 
selected or designed. As used herein, an agent is said to be "rationally selected or designed" 
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when the agent is chosen based on the configuration of the particular protein. For example, 
one skilled in the art can readily adapt currently available procedures to generate peptides, 
pharmaceutical agents and the like, capable of binding to a specific peptide sequence, in 
order to generate rationally designed antipeptide peptides, for example see Hurby et al., 
5 Application of Synthetic Peptides: Antisense Peptides," In Synthetic Peptides, A User's 
Guide, W.H. Freeman, NY (1992), pp. 289-307, and Kaspczak et al., Biochemistry 
28:9230-8 (1989), or pharmaceutical agents, or the like. 

In addition to the foregoing, one class of agents of the present invention, as broadly 
described, can be used to control gene expression through binding to one of the ORFs or 

10 EMFs of the present invention. As described above, such agents can be randomly screened 
or rationally designed/selected. Targeting the ORF or EMF allows a skilled artisan to design 
sequence specific or element specific agents, modulating the expression of either a single 
ORF or multiple ORFs which rely on the same EMF for expression control. One class of 
DNA binding agents are agents which contain base residues which hybridize or form a triple 

1 5 helix formation by binding to DNA or RNA. Such agents can be based on the classic 

phosphodiester, ribonucleic acid backbone, or can be a variety of sulfhydryl or polymeric 
derivatives which have base attachment capacity. 

Agents suitable for use in these methods preferably contain 20 to 40 bases and are 
designed to be complementary to a region of the gene involved in transcription (triple helix - 

20 see Lee et al., Nucl. Acids Res. 6, 3073 (1979); Cooney et al., Science 241, 456 (1988); and 
Dervan et al, Science 251, 1360 (1991)) or to the mRNA itself (antisense-Okano, J. 
Neurochem. 56, 560 (1991); Oligodeoxynucleotides as Antisense Inhibitors of Gene 
Expression, CRC Press, Boca Raton, FL (1988)). Triple helix-formation optimally results in 
a shut-off of RNA transcription from DNA, while antisense RNA hybridization blocks 

25 translation of an mRNA molecule into polypeptide. Both techniques have been 

demonstrated to be effective in model systems. Information contained in the sequences of 
the present invention is necessary for the design of an antisense or triple helix 
oligonucleotide and other DNA binding agents. 

Agents which bind to a protein encoded by one of the ORFs of the present invention 

30 can be used as a diagnostic agent Agents which bind to a protein encoded by one of the 
ORFs of the present invention can be formulated using known techniques to generate a 
pharmaceutical composition. 
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4.19 USE OF NUCLEIC ACIDS AS PROBES 

Another aspect of the subject invention is to provide for polypeptide-specific nucleic 
acid hybridization probes capable of hybridizing with naturally occurring nucleotide 
sequences. The hybridization probes of the subject invention may be derived from any of 
5 the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966. Because the corresponding 
gene is only expressed in a limited number of tissues, a hybridization probe derived from 
any of the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966 can be used as an 
indicator of the presence of RNA of cell type of such a tissue in a sample. 

Any suitable hybridization technique can be employed, such as, for example, in situ 

10 hybridization. PCR as described in US Patents Nos. 4,683,195 and 4,965,188 provides 

additional uses for oligonucleotides based upon the nucleotide sequences. Such probes used 
in PCR may be of recombinant origin, may be chemically synthesized, or a mixture of both. 
The probe will comprise a discrete nucleotide sequence for the detection of identical 
sequences or a degenerate pool of possible sequences for identification of closely related 

1 5 genomic sequences. 

Other means for producing specific hybridization probes for nucleic acids include the 
cloning of nucleic acid sequences into vectors for the production of mRNA probes. Such 
vectors are known in the art and are commercially available and may be used to synthesize 
RNA probes in vitro by means of the addition of the appropriate RNA polymerase as T7 or 

20 SP6 RNA polymerase and the appropriate radioactively labeled nucleotides. The nucleotide 
sequences may be used to construct hybridization probes for mapping their respective 
genomic sequences. The nucleotide sequence provided herein may be mapped to a 
chromosome or specific regions of a chromosome using well-known genetic and/or 
chromosomal mapping techniques. These techniques include in situ hybridization, linkage 

25 analysis against known chromosomal markers, hybridization screening with libraries or 
flow-sorted chromosomal preparations specific to known chromosomes, and the like. The 
technique of fluorescent in situ hybridization of chromosome spreads has been described, 
among other places, in Verma et al (1988) Human Chromosomes: A Manual of Basic 
Techniques, Pergamon Press, New York NY. 

30 Fluorescent in situ hybridization of chromosomal preparations and other physical 

chromosome mapping techniques may be correlated with additional genetic map data. 
Examples of genetic map data can be found in the 1994 Genome Issue of Science 
(265: 198 If). Correlation between the location of a nucleic acid on a physical chromosomal 
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map and a specific disease (or predisposition to a specific disease) may help delimit the 
region of DNA associated with that genetic disease. The nucleotide sequences of the subject 
invention may be used to detect differences in gene sequences between normal, carrier or 
affected individuals. 

5 4.20 PREPARATION OF SUPPORT BOUND OLIGONUCLEOTIDES 

Oligonucleotides, i.e., small nucleic acid segments, may be readily prepared by, for 
example, directly synthesizing the oligonucleotide by chemical means, as is commonly 
practiced using an automated oligonucleotide synthesizer. 

Support bound oligonucleotides may be prepared by any of the methods known to those 

10 of skill in the art using any suitable support such as glass, polystyrene or Teflon. One strategy 
is to precisely spot oligonucleotides synthesized by standard synthesizers. Immobilization can 
be achieved using passive adsoiption (Ihouye & Hondo, (1990) J. Clin. Microbiol 28(6), 1469- 
72); using UV light (Nagata et al., 1985; Dahlen et al., 1987; Morrissey & Collins, (1989) Mol. 
Cell Probes 3(2) 1 89-207) or by covalent binding of base modified DNA (Keller et al, 1988; 

1 5 1989); all references being specifically incorporated herein. 

Another strategy that may be employed is the use of the strong biotm-streptavidin 
interaction as a linker. For example, Broude et al (1994) Proc. Natl. Acad. Sci. USA 91(8), 
3072-6, describe the use of biotinylated probes, although these are duplex probes, that are 
immobilized on streptavidin-coated magnetic beads. Streptavidin-coated beads may be 

20 purchased from Dynal, Oslo. Of course, this same linking chemistry is applicable to coating 
any surface with streptavidin. Biotinylated probes may be purchased from various sources, 
such as, e.g., Operon Technologies (Alameda, CA). 

Nunc Laboratories (Naperville, IL) is also selling suitable material that could be used. 
Nunc Laboratories have developed a method by which DNA can be covalently bound to the 

25 microwell surface termed CovalinkNH. CovaLink NH is a polystyrene surface grafted with 
secondary amino groups (>NH) that serve as bridgeheads for further covalent coupling. 
CovaLink Modules may be purchased from Nunc Laboratories. DNA molecules may be bound 
to CovaLink exclusively at the 5'-end by a phosphoramidate bond, allowing immobilization of 
more than 1 pmol of DNA (Rasmussen et al, (1991) Anal. Biochem. 198(1) 138-42). 

30 The use of CovaLink NH strips for covalent binding of DNA molecules at the 5'-end 

has been described (Rasmussen et al., (1 99 1 ). In this technology, a phosphoramidate bond is 
employed (Chu et al, (1983) Nucleic Acids Res. 1 1(8) 6513-29). This is beneficial as 
immobilization using only a single covalent bond is preferred. The phosphoramidate bond joins 



WO 2004/080148 



PCT/US2003/030720 



106 

the DNA to the CovaLink NH secondary amino groups that are positioned at the end of spacer 
arms covalently grafted onto the polystyrene surface through a 2 nm long spacer arm. To link 
an oligonucleotide to CovaLink NH via an phosphoramidate bond, the oligonucleotide terminus 
must have a 5'-end phosphate group. It is, perhaps, even possible for biotin to be covalently 
5 bound to CovaLink and then streptavidin used to bind the probes. 

More specifically, the linkage method includes dissolving DNA in water (7.5 ng/jil) and 
denaturing for 10 mm. at 95°C and cooling on ice for 10 min. Ice-cold 0.1 M 1- 
methylimidazole, pH 7.0 (l-Melm?), is then added to a final concentration of 10 mM 1-Melm7. 
A ss DNA solution is then dispensed into CovaLink NH strips (75 pl/well) standing on ice. 

10 Carbodiimide 0.2 M l-ethyl-3^3-dime1hylan^opropyl)-caAodiiniide (EDC), 

dissolved in 10 mM 1-Melm7, is made fresh and 25 jil added per well. The strips are incubated 
for 5 hours at 50°C. After incubation the strips are washed using, e.g., Nunc-Immuno Wash; 
first the wells are washed 3 times, then they are soaked with washing solution for 5 min. , and 
finally they are washed 3 times (where in the washing solution is 0.4 N NaOH, 0.25% SDS 

15 heated to 50 o Q. 

It is contemplated that a further suitable method for use with the present invention is 
that described in PCT Patent Application WO 90/03382 (Southern & Maskos), incorporated } 
herein by reference. This method of preparing an oligonucleotide bound to a support involves 
attaching a nucleoside 3-reagent through the phosphate group by a covalent phospfoodiester link 

20 to aliphatic hydroxyl groups carried by the support. The oligonucleotide is then synthesized on 
the supported nucleoside and protecting groups removed from the synthetic oligonucleotide 
chain under standard conditions that do not cleave the oligonucleotide from the support 
Suitable reagents include nucleoside phosphoramidite and nucleoside hydrogen phosphorate. 

An on-chip strategy for the preparation of DNA probe for the preparation of DNA probe 

25 arrays may be employed. For example, addressable laser-activated photodeprotection may be 
employed in the chemical synthesis of oligonucleotides directly on a glass surface, as described 
byFodor etal. (1991) Science 251(4995), 767-73, incorporated herein byreference. Probes 
may also be immobilized on nylon supports as described by Van Ness et at (1 991) Nucleic 
Acids Res., 19(12) 3345-50; or linked to Teflon using the method of Duncan & Cavalier (1988) 

30 Anal. Biochem. 169(1), 104-8; all references being specifically incorporated herein. 

To link an oligonucleotide to a nylon support, as described by Van Ness et aL (1991), 
requires activation of the nylon surface via alkylation and selective activation of the 5-amine of 
oligonucleotides with cyanuric chloride. 
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One particular way to prepare support bound oligonucleotides is to utilize the 
light-generated synthesis described by Pease et aL, (1994) Proc. Natl. Acad. Sci., USA 91(1 1), 
5022-6, incorporated herein by reference). These authors used current photolithographic 
techniques to generate arrays of immobilized oligonucleotide probes (DNA chips). These 
5 methods, in which light is used to direct the synthesis of oligonucleotide probes in high-density, 
miniaturized arrays, utilize photolabile 5-protected iV-acyl-deoxynucleoside phosphoramidites, 
surface linker chemistry and versatile combinatorial synthesis strategies. A matrix of 256 
spatially defined oligonucleotide probes may be generated in this manner. 

4.21 PREPARATION OF NUCLEIC ACID FRAGMENTS 

1 0 The nucleic acids may be obtained from any appropriate source, such as cDNAs, 

genomic DNA, chromosomal DNA, microdissected chromosome bands, cosmid or YAC 

inserts, and RNA, including tnRNA without any amplification steps. For example, Sambrook 

et aL (1989) describes three protocols for the isolation of high molecular weight DNA from 

mammalian cells (p. 9.14-9.23). 
1 5 DNA fragments may be prepared as clones in M13, plasmid or lambda vectors and/or 

prepared directly from genomic DNA or cDNA by PCR or other amplification methods. 

Samples may be prepared or dispensed in multiwell plates. About 100-1000 ng of DNA 

samples may be prepared in 2-500 ml of final volume. 

The nucleic acids would then be fragmented by any of the methods known to those of 
20 skill in the art including, for example, using restriction enzymes as described at 9.24-928 of 

Sambrook et aL (1989), shearing by ultrasound and NaOH treatment 

Low pressure shearing is also appropriate, as described by Schriefer et al. (1990) 

Nucleic Acids Res. 1 8(24), 7455-6, incorporated herein by reference). In this method, DNA 

samples are passed through a small French pressure cell at a variety of low to intermediate 
25 pressures. A lever device allows controlled application of low to intermediate pressures to the 

cell. The results of these studies indicate that low-pressure shearing is a useful alternative to 

sonic and enzymatic DNA fragmentation methods. 

One particularly suitable way for fragmenting DNA is contemplated to be that using the 

two base recognition endonuclease, CWJI, described by Fitzgerald et aL (1992) Nucleic Acids 
30 Res. 20(14) 3753-62. These authors described an approach for the rapid fragmentation and 

fractionation of DNA into particular sizes that they contemplated to be suitable for shotgun 

cloning and sequencing. 
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The restriction endonuclease CviJl normally cleaves the recognition sequence PuGCPy 
between the G and C to leave blunt ends. Atypical reaction conditions, which alter the 
specificity of this enzyme (Cv*JI**), yield a quasi-random distribution of DNA fragments form 
the small molecule pUC19 (2688 base pairs). Fitzgerald et dL (1992),quantitatively evaluated 
5 the randomness of this fragmentation strategy, using a CV3I** digest of pUC19 that was size 
fractionated by a rapid gel filtration method and directly ligated, without end repair, to a lac Z 
minus Ml 3 cloning vector. Sequence analysis of 76 clones showed that CWJI** restricts 
pyGCPy and PuGCPu, in addition to PuGCPy sites, and that new sequence data is accumulated 
at a rate consistent with random fragmentation. 

10 As reported in the literature, advantages of this approach compared to sonication and 

agarose gel fractionation include: smaller amounts of DNA are required (0.2-0.5 jig instead of 
2-5 ^g); and fewer steps are involved (no preligation, end repair, chemical extraction, or 
agarose gel electrophoresis and elution are needed). 

Irrespective of the manner in which the nucleic acid fragments are obtained or prepared, 

15 it is important to denature the DNA to give single stranded pieces available for hybridization. 
This is achieved by incubating the DNA solution for 2-5 minutes at 80-90°C. The solution is 
then cooled quickly to 2°C to prevent renaturation of the DNA fragments before they are 
contacted with the chip. Phosphate groups must also be removed from genomic DNA by 
methods known in the art. 

20 4.22 PREPARATION OF DNA ARRAYS 

Arrays may be prepared by spotting DNA samples on a support such as a nylon 
membrane. Spotting may be performed by using arrays of metal pins (the positions of which 
correspond to an array of wells in a microtiter plate) to repeated by transfer of about 20 nl of a 
DNA solution to a nylon membrane. By oflset printing, a density of dots higher than the density 

25 of the wells is achieved. One to 25 dots may be accommodated in 1 mm 2 , depending on the 
type of label used. By avoiding spotting in some preselected number of rows and columns, 
separate subsets (subarrays) may be formed. Samples in one subarray may be the same genomic 
segment of DNA (or the same gene) from different individuals, or may be different, overlapped 
genomic clones. Each of the subarrays may represent replica spotting of the same samples. In 

30 one example, a selected gene segment may be amplified from 64 patients. For each patient, the 
amplified gene segment may be in one 96-well plate (all 96 wells containing the same sample). 
A plate for each of the 64 patients is prepared By using a 96-pin device, all samples may be 
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spotted on one 8 x 12 cm membrane. Subarrays may contain 64 samples, one from each patient 
Where the 96 subarrays axe identical, the dot span may be 1 mm 2 and there may be a 1 mm 
space between subarrays. 

Another approach is to use membranes or plates (available from NUNC, Naperville, 
5 Illinois) which may be partitioned by physical spacers e.g. a plastic grid molded over the 
membrane, the grid being similar to the sort of membrane applied to the bottom of multiwell 
plates, or hydrophobic strips. A fixed physical spacer is not preferred for imaging by exposure 
to flat phosphor-storage screens or x-ray films. 

The present invention is illustrated in the following examples. Upon consideration of 

10 the present disclosure, one of skill in the art will appreciate that many other embodiments and 
variations may be made in the scope of the present invention. Accordingly, it is intended that 
the broader aspects of the present invention not be limited to the disclosure of the following 
examples. The present invention is not to be limited in scope by the exemplified embodiments 
which are intended as illustrations of single aspects of the invention, and compositions and 

1 5 methods which are functionally equivalent are within the scope of the invention. Indeed, 

numerous modifications and variations in the practice of the invention are expected to occur to 
those skilled in the art upon consideration of the present preferred embodiments. Consequently, 
the only limitations which should be placed upon the scope of the invention are those which 
appear in the appended claims. 

20 All references cited within the body of the instant specification are hereby incorporated 

by reference in their entirety. 

5.0 EXAMPLES 

5.1 EXAMPLE 1 

Novel Nucleic Acid Sequences Obtained From Various Libraries 
25 A plurality of novel nucleic acids were obtained from cDNA libraries prepared from 

various human tissues and in some cases isolated from a genomic library derived from human 
chromosome using standard PCR, SBH sequence signature analysis and Sanger sequencing 
techniques. The inserts of the library were amplified with PCR using primers specific for the 
vector sequences which flank die inserts. Clones from cDNA libraries were spotted on nylon 
30 membrane filters and screened with oligonucleotide probes (e.g., 7-mers) to obtain signature 
sequences. The clones were clustered into groups of similar or identical sequences. 
Representative clones were selected for sequencing. 
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In some cases, the 5' sequence of the amplified inserts was then deduced using a typical 
Sanger sequencing protocol. PCR products were purified and subjected to fluorescent dye 
terminator cycle sequencing. Single pass gel sequencing was done using a 377 Applied 
Biosystems (ABI) sequencer to obtain the novel nucleic acid sequences. 

5 5.2 EXAMPLE 2 

Assemblage of Novel Nucleic Adds 

The contigs or nucleic acids of the present invention, designated as SEQ ID NO: 1369- 
1966 were assembled using an EST sequence as a seed. Then a recursive algorithm was used to 
extend the seed EST into an extended assemblage, by pulling additional sequences from 
1 0 different databases (i.e., Hyseq's database containing EST sequences, dbEST, gb pri, and 
UniGene, and exons from public domain genomic sequences predicated by GenScan) that 
belong to this assemblage. The algorithm terminated when there were no additional sequences 
from the above databases that would extend the assemblage. Further, inclusion of component 
sequences into the assemblage was based on a BLASTN hit to the extending assemblage with 
1 5 BLAST score greater than 300 and percent identity greater than 95%. 

Table 7 sets forth the novel predicted polypeptides (including proteins), SEQ ID NO: 
1967-2564, encoded by the novel polynucleotides (SEQ ID NO: 1369-1966) of the present 
invention, and their corresponding translation start and stop nucleotide locations to each of SEQ 
ID NO: 1369-1966. Table 7 also indicates the method by which the polypeptide was predicted. 
20 Method A refers to a polypeptide obtained by using a software program called FASTY 
(available from http://fasta.bioch.vijyinia,edu) which selects a polypeptide based on a 
comparison of the translated novel polynucleotide to known polynucleotides (W.R. Pearson, 
Methods in Enzymology, 183:63-98 (1990), herein incorporated by reference). MethodB 
refers to a polypeptide obtained by using a software program called GenScan for 
human/vertebrate sequences (available from Stanford University, Office of Technology 
Licensing) that predicts the polypeptide based on a probabilistic model of gene 
structure/compositional properties (C. Burge and S. Karlin, J. Mol. Biol., 268:78-94 (1997), 
incorporated herein by reference). Method C refers to a polypeptide obtained by using a Hyseq 
proprietary software program that translates the novel polynucleotide and its complementary 
strand into six possible amino acid sequences (forward and reverse frames) and chooses the 
polypeptide with the longest open reading frame. 
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Novel Nucleic Acids 

The novel nucleic acids of the present invention were assembled from sequences that 
were obtained from a cDNA library by methods described in Example 1 above, and in some 
5 cases sequences obtained from one or more public databases. The nucleic acids were 

assembled using an EST sequence as a seed. Then a recursive algorithm was used to extend the 
seed EST into an extended assemblage, by pulling additional sequences from different 
databases (Hyseq's database containing EST sequences, dbEST, gb pri, and UniGene) that 
belong to this assemblage. The algorithm terminated when there was no additional sequences 

10 from the above databases that would extend the assemblage. Inclusion of component sequences 
into the assemblage was based on a BLASTN hit to the extending assemblage with BLAST 
score greater than 300 and percent identity greater than 95%. 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full-length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any 

15 frame shifts and incorrect stop codons were corrected by hand editing. During editing, the 
sequences were checked using FASTY and/or BLAST against Genebank (i.e., dbEST, gb pri, 
UniGene, and Genpept) and the Geneseq (Derwent). Other computer programs which may 
have been used in the editing process were phredPhrap and Consed (University of Washington) 
and ed-ready, ed-ext and cg-zip-2 (Hyseq, Inc.). The full-length nucleotide and amino acid 

20 sequences, including splice variants resulting from these procedures are shown in the Sequence 
Listing as SEQ ID NO: 1-1368. 

The nucleic acid sequences of the present invention were confirmed to have at least 
one transmembrane domain using the TMpred program 

flittp://ww.ch.embnetorg/software/TMPRED form.htmlV One of skill in the art will 
25 recognize that the proteins of the present invention may be utilized as either a membrane- 
bound target or a soluble protein. 

Table 1 shows the various tissue sources of SEQ ID NO: 1-684. 

The homologs for polypeptides SEQ ID NO: 685-1368 that correspond to nucleotide 
sequences SEQ ID NO: 1-684 were obtained by a BLASTP version 2.0al 19MP-WashU 
30 searches against Genpept and Geneseq (Derwent) using BLAST algorithm. The results 
showing homologues for SEQ ID NO: 685-1368 are shown in Tables 2A and 2B. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. 
Comp. Biol., Vol. 6, 219-235 (1999), http://motif.stanford.edu/ematrix-search/ herein 
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incorporated by reference), all the polypeptide sequences were examined to determine 
whether they had identifiable signature regions. Scoring matrices of the eMatrix software 
package are derived from the BLOCKS, PRINTS, PFAM, PRODOM, and DOMO 
databases. Tables 3 A and 3B show the accession number of the homologous eMatrix 
5 signature found in the indicated polypeptide sequence, its description, and the results 

obtained which include accession number subtype; raw score; p-value; and the position of 
signature in amino acid sequence. 

Using the Pfam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 
26(1) pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences 

1 0 were examined for domains with homology to certain peptide domains. Tables 4A and 4B 
show the name of the Pfam model found, the description, the e-value and the Pfam score for 
the identified model within the sequence. Further description of the Pfam models can be 
found at http://pfam.wustl.edu/ . 

Table 5 shows the position of the signal peptide in each of the polypeptides and the 

1 5 maximum score and mean score associated with that signal peptide using Neural Network 
SignalP VI. 1 program (from Center for Biological Sequence Analysis, The Technical 
University of Denmark). The process for identifying prokaryotic and eukaryotic signal 
peptides and their cleavage sites are also disclosed by Henrik Nielson, Jacob Engelbrecht, 
Soren Brunak, and Gunnar von Heijne in the publication " Identification of prokaryotic and 

20 eukaryotic signal peptides and prediction of their cleavage sites" Protein Engineering, Vol. 
10, no. 1, pp. 1-6 (1997), incorporated herein by reference. A maximum S score and a mean 
S score, as described in the Nielson et al reference, was obtained for the polypeptide 
sequences. 

Table 6 correlates nucleotide sequences of the invention to a specific chromosomal 
25 location when assignable. 

Table 8 shows the number of transmembrane regions, their location(s), and TMPred 
score obtained, for each of the SEQ ID NO: 685-1368 that had a TMPred score of 500 or 
greater, using the TMpred program 

nittp://ww.ch.embnetorg/software/TMPRBD form.htmlV 
30 Table 9 is a correlation table of the novel polynucleotide sequences SEQ ID NO: 1- 

684, their corresponding polypeptide sequences SEQ ID NO: 685-1368, their corresponding 
priority contig nucleotide sequences SEQ ED NO: 1369-1966, their corresponding priority 
contig polypeptide sequences SEQ ID NO: 1967-2564, and the US serial number of the 
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priority application (all of which are herein incorporated in their entirety), in which the 
contig sequence was filed. 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 


adult brain 


GIBCO 


AB3001 


39-40 56 68 93 








154-155 


189 205 








215 221 


229 245 








289-290 


296 298 








305 307 


314 324 








346 362 


376 384 








438 444 


493 499 








502 532 


563 612 








624 654 


668 


adult brain 


GIBCO 


ABD003 


10 13 15 17-20 27 








29 34 40 47-49 56 








61-63 66 68 75 80- 








82 86 93-94 96 98 








102 106 


137 150 








154 156- 


•159 161 








168-169 


173-174 








179 188 


205 210 








212 215 


221 229- 








231 243 


245 290 








296 302 


305 307 








313-315 


319-320 








323 325 


331 346 








349 352 


359 362 








367 371 


376 384 








420-421 


428 438 








444 447 


461-462 








473-474 


487 493 








499 516 


519 522- 








523 529 


532 541 








550 563 


587-588 








601 612 


616 624 








627 635 


643 652- 








654 660 


669 672- 








673 677- 


•678 


adul t brain 


C Ion tech 


ABR001 


7 18 22 


24 29 47- 








50 56 68 70 75 79 








112-113 


152 161 








186 205- 


•206 212 








220 230 


259-262 








280 282 


296 302 








346 361 


376 384 








420 465 


488-489 








492 518 


520 587 








595 620- 


-621 652 








660 682 




adult brain 


CI on tech 


ABR006 


7-8 10 13 16 20-21 








23 27 34 37 40 53 








56 64-65 69-70 73- 








74 79 88-89 92 100 








104-105 


147-150 








160-161 


170 186 








200 207 


212 229- 








230 243 


256 259- 








262 266 


275-278 








280 282- 


•283 287 








289-290 


307 309 








314-315 


317-318 








321-322 


325 337- 
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TABLE 1 



i issue ungin 


Iibrary/RNA Source 


HYSEQ Library Name 


SEQIDNOS: 








338 349-352 357 








359-360 364 377 








384 430 447-448 








461 466 484 499 








501 503 518 520 








530 532 542-546 








552 556 562-563 








569-571 600 607- 








616 620-621 623- 








625 628-629 641- 








642 653 660 672- 








673 677-678 682 


adult brain 


CI on tech 


ABR008 


7-8 10 14 19 21 23 








25-28 30-33 37-39 








43 46-50 52-53 56- 








57 59 62-65 67-68 








73-76 86-89 92-94 








104-105 118 131- 








134 139-140 144 








147-148 150 153- 








154 160-165 170 








180 186 189 205- 








206 208-212 218- 








219 223 229-230 








232-234 236 242- 








245 249 259-263 








266 268 270 273 








283-289 293 298 








302 305 307-308 








313-316 318-324 








334-335 337-341 








343 346 349 351 








356 359 361-364 








367 371 377 381 








384 387-388 390 








403-404 419 423- 








425 431 435-436 








438 440-441 445-. 








451 462 473-475 








484 493 498-501 








504-506 509 512 








514-522 525 527 








529-530 532 534 








543-545 550 558 








562-564 569 576 








583-584 591 597- 








599 601-602 605 








607-610 620-621 








624-625 627-628 








631-632 638-640 








652-653 660 663 








665 670-671 


adult brain 


Clontech 


ABR011 


2B9 384 537 


adult brain 


BioChain 


ABR012 


26 384 607 


adult brain 


BioChain 


ABR013 


20 79 153 220 289 








384 465 526 


adult brain 


Invitrogen 


ABR014 


48-50 52 106 170 








230 335 384 430 
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TABLE 1 



Tissue Origin 



Library/RNA Soiirce 



HYSEQ Library Name 



SEQ H> NOS: 



438 501 530 536 
635 643 



adult brain 



Invitrogen 



ABR015 



20 46 106 150 153 
216 371 384 401 
461 526 643 



adult brain 



Invitrogen 



ABR016 



60 69 153 368 384- 
385 507 522 587 
654 



adult brain 



Invitrogen 



ABT004 



10 16 24 29 
49 56 60 64 
73 79 97-98 
168-170 179 
189 205 230 
247 249 259- 
289-290 296 
305 308-310 
315 319 329- 
332-333 349 
380 384-385 
388 390 428 
456-457 475 
490 492-493 
500 512 519- 
522 529-530 
612 620-621 
654 663 665 



43 47- 

67-69 

165 

186 

242- 

263 

298 

314- 

330 

359 

387- 

451 

487- 

499- 

520 

587 

643 



cultured 
preadipocytes 



Stratagene 



ADP001 



adrenal gland 



Clontech 



ADR002 



10 19-20 23 26 36 
68 70 106 116-117 
147-148 165 171- 
172 189 220 246- 
247 256 273 289 
305 316-319 329- 
330 349 351 361 
365 392 394-398 
400 423-424 428 
451 465 487 499 
507 522 529 534 
543 587 643 672- 
673 682 



10 18 25 


27 


29 47- 


49 52-53 


56 


64 73- 


75 83 81 


90 


100 


106 


110 


124 


130 


137 


144 


160- 


-161 


163 


182 


189 


198 


200 


202- 


203 


208 


211- 


•212 


215 


217 


220 


237- 


241 


249 


251 


259- 


263 


280 


289- 


-293 


296 


317- 


319 


329- 


331 


344- 


345 


359 


362 


371 


377 


384 


390 


403- 


404 


423- 


424 


426 


465 


499- 


•501 


507 


516 


522 


525 


539 


570 


572- 


•573 


585 


600- 


-601 


611 


620- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








621 
643 
673 


623- 

660 

675 


624 
663 


635 
672- 


adult heart 


GIBCO 


AHR001 


5 16 18 


24-26 34 








37 39 46 56 


64 66- 








68 


75 11 


83 


86-89 








92 94-97 101-102 








104 


-XUo 


im 
11U 


1 *iA 








i en 


"I CZA 


1 c: q . 
1DO" 


.1 CQ 

* J.Di? 








162 


168- 


170 










196 


202- 


O A "5 

203 


212 








215 


224- 


ZZo 


zz y 








269 


289 


296 


302 








306 


308- 


309 


314 








320 


323- 


324 


331 








336 


-338 


342 


346 








356 


367 


371 


377- 








378 


384- 


385 


390 








400 


402 


417- 


-418 








421 


428 


431 


436 








438 


447 


461- 


•462 








475 


479 


484- 


-485 








491 


498 


501 


507 








516 


518 


522- 


-525 








530 


532 


534 


541 








554 


564 


570 


572- 








573 


586- 


587 


601 








605 


607 


610 


613- 








614 


635 


643 


652 








662 


669 


672- 


-673 


adult Icidnev 


GIBCO 


AKD001 


5 10 12- 


13 16 18 






20 24-26 29 


39 43 








52 54 56 62- 


-64 66 








68 71-72 


75- 


-76 83 








89-96 98 


106-109 








112 


-114 


116- 


-117 








122- 


-126 


131 


137 








139 


155 


158- 


-159 








162 


170 


172- 


-174 








177 


183- 


184 


188 








200 


202- 


203 


205 








208 


215- 


-216 


218- 








219 


229- 


•230 


245 








247 


256 


268 


272 








275 


-278 


289- 


-290 








296 


298- 


•299 


302 








308 


-309 


314 


316 








319 


-320 


323 


329- 








330 


332- 


333 


336 








350 


359- 


■360 


364' 








367 


-368 


371 


377 








384 


392- 


•393 


400 








402 


420 


423- 


-424 








428 


431 


435- 


-436 j 








438 


444 


451 


461 








473 


-474 


484- 


-486 








492 


-493 


499- 


-500 








504 


-507 


510 


516 
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TABLE 1 



Tissue Origin 


Iibrary/RNA Source 


HYSEQ library Name 


SEQIDNOS: 








518-519 521- 


522 








524 526 529- 


530 








532 534 537 


539 








541 567-568 


587- 








588 613 620- 


621 








623 631-632 


635 








643 652 654 


664 








668 672-673 




adult kidney 


Invitrogen 


AKT002 


6 8 10 14-15 


17 20 






24-25 29 33- 


34 40 








46-50 64 67 


75 80- 








82 85 88 93- 


94 106 








116-117 126 


150 








154 157 162- 


164 








168-169 188 


199 








216-219 222 


232- 








234 255-256 


271 








275-278 289 


296 








298 308 312 


317- 








319 332-333 


337- 








338 348 358 


360 








370-371 


384 








390 400 421 


430 








435 438 451 


461- 








462 491-493 


499- 








501 507 509 


516 








518 520 522 


524 








530 535-537 


552 








564 567-568 


580 








587 597-599 


607 








631-632 635 


643 








652 662 666 


669 








672-673 675 


677- 








679 




adult lung 


GIBCO 


ALG001 


13 22 26 63 


66 68 






75 93 106 112-114 








127-130 137 


144 








150 165 177 


230 








256 271 289 


302 








314 323 327 


337 








342-343 368 


371 








384 390 392 


-393 








421 484 488 


-489 








504-507 539 


564 








638-639 643 


661 








675 




lymph node 


Clontech 


ALN001 


13 26 33 54 


56 






128-131 135 


150 








166 173-174 


202- 








203 211 215 


-216 








256 259-262 


289 








320 327 350 


367- 








368 371 465 


507 








509 526 643 


669 


young liver 


GIBCO 


ALV001 


5 10 13 24- 


25 43- 






44 56 67-68 


71 80- 








82 89 106 110-111 








132-133 137 


154 
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TABLE 1 



Tissue Origin 



Library/RNA Source HYSEQ Library Name 



SEQ IP NOS: 



168-170 
184 205 
221 229 
296 302 
371 390 
487-490 
507 525 
635 641 
666 



179 183- 
218-219 
275-278 
320 367 
428 438 
498 502 
530 538 
-643 651 



adult liver 



Invitrogen 



ALV002 



adult liver 



Clontech 



AL.V003 



5 14 16-17 19 24- 
25 37 52 64 66 68 
80-82 87 90 93 97- 
98 104-105 132-133 
137. 140 150 170 
183 186 188 215 
218-220 229 232- 
234 249 256 272 
275-278 289 294- 
295 311-312 314 
319 332-333 351 
358-359 364 366 
371 377 381 386- 
387 392-393 428 
449 451 465 487- 
489 495-498 518 
522 538 593 601 
607 610 631-632 
643 666 



7 18-19 24 3 
180 186 216 
222 249 275- 
371 390 427 
495 499 530 
623 627 632 
679-680 



8 46 

220 

278 

465 

538 

666 



adult ovary 



Invitrogen 



AOV001 



5 7-8 10 12 
18 20 25-27 
36 38-40 47- 
54 56 59 61- 
67-68 73-76 
87 89 92-94 
106-107 111- 
116-118 121 
131 134-135 
139-142 150 
154 157-161 
177 179-1B0 
187 189 194- 
200 202-203 
206 211 218- 
222 229-230 
241 245 249 
254-256 259- 
267 272 282 
290 296 298- 
302 305-306 
311-314 316 
323-325 327 



14 16 

29 33 

49 53- 

62 64 

79-83 

96 98 

114 

128- 

137 

153- 

171- 

182 

198 

205- 

219 

235- 

251 

264 

289- 

299 

308 

320 

331- 



WO 2004/080148 



PCT7US2003/030720 



120 
TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ library Name 


SEQIDNOS: 








333 336 342 346- 








347 349-351 358 








362 367-368 371 








377 380 383-384 








390 392-393 400 








402 420-423 425 








427-428 435-436 








438 444 451 454 








459-462 471 473- 








474 484 487-489 








491 493 498-499 








501-502 504-507 








511 516 518 521- 








522 524 530 532 








539 543 547-550 








555-556 564-565 








581 587 593 595 








602 605 607 616 








620-621 623-624 








631-632 635 643 








652-654 660 667- 








669 679-680 


adult placenta 


Clontech 


APL001 


1-4 63-64 66 143 






145-146 178 211 








216 289 296 323 








351 384 537 630 


Til appTifa 


Tnvi troaen 


APL002 


1-4 7 51 68 85 98 






151-152 192 208 








215 256 259-262 








305 319 332-333 








384 428 499 533 








602 627 654 666 


a IX IX .L U. 0^-> -i. v^V-ll 


GIBCO 


ASP001 


7 13-14 17 26 32 






52 54 56 63 75 89 








106 109 112-115 








120 135 137 141- 








142 144 154 157 








173-174 179-180 








186 205 208 216 








220-222 229 252 








256 259-262 272 








279 289 296 298 








302 308 312 319- 








320 337-338 347 








364 367-368 371 








384 400 427 438 








451 459-461 465 








484 487 500 504- 








507 522 525-526 








530 534 555 587 








593 617-618 631- 








633 635 638-639 








643 663 669 675- 








676 679 


adult testis 


GIBCO 


ATS001 


5 10 19 29 39 64 








68 93 100 106 116- 








117 137 145-146 








150 153 172 175- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ 


IDNOS: 










176 


181- 


•182 


198 








202- 


•203 


229 


249 








256 


267 


289 


296 








298 


302 


305 


307- 








308 


314 


316 


323 








331 


356 


359 


362 








364 


371 


384 


402 








426 


438 


451 


485 








500 


507 


518- 


•519 








591 


597- 


•599 


619- 








621 


643 


654 


662 


adult bladder 


Invitrogen 


BLD001 


5 10 26 


51 65 68 








84 89 93 131 175- 








176 


211 


256 


259- 








262 


267 


289 


314 I 








317- 


-318 


332- 


-333 








351 


383- 


-384 


395- 








398 


423- 


-424 


426 








499 


501 


522 


525 








580 


593 


643 


661 








682 








bone marrow 


Clontech 


BMD001 


5 7 


30-31 34 37 40 








47-49 54-56 


62 68 








75-80 83 93 


96 100 








131 


13 6 


147- 


-148 








150 


158- 


-159 


163 








165 


172 


177 


198 








204 


206 


211 


216 








229 


289 


302 


308 








316 


319- 


-320 


324- 








325 


337- 


-338 


350 








358 


364 


367- 


-368 








371 


400 


422 


428 








438 


452 


454 


461 








478 


484 


487 


491 








499- 


-502 


507 


509- 








510 


520 


530 


536- 








537 


541 


543 


554 








587 


624 


638- 


-639 








643 


651- 


-652 


654 








667- 


-669 


672- 


-673 


bone marrow 


GF 


BMD002 


7-8 


12 14 17 20 25 








27-28 32-33 


37 43 








52 57 63-64 


66-68 








77 87 100 102 106- 








107 


112 


-114 


116- 








118 


120 


131 


136- 








137 


144 


147 


-148 








150 


-153 


157 


-159 








163 


172 


179 


199 








206 


215 


-216 


222 








256 


259 


-263 


268 








272 


275 


-278 


286 








289 


298 


302 


-303 








305 


308 


317 


-318 








325 


337 


-338 


341 








343 


347 


-348 


368 








371 


390 


400 


427- 
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TABLE 1 





Tihrarv/RNA Rnnrw 


TTVRTP.fl T ihrarv Namp 


SEO ID NOS: 








49R 430-431 434- 








435 437 444 451 








461-46° 4flft-4R9 








491-492 499 501- 








502 504-507 509 








511 516 520 525- 








526 530 537 543 








554 558 560-561 








585 587 595 600 








610 623 629 631- 








633 635 638-640 








643 667-669 672- 








673 679 


hnTl ma TTT1U 




BMD004 


507 522 


Vinnp ma T*T*nu 
UUiIC iliaiiuw 


V» JL UJ.J. L. C. 


BMD007 


368 504-506 672 


"FIXaLUXc UL -L o 


v ax X KJ US V ClluUI a 




99 132-133 165 


L.1 BBUcS — ulKlNA 






r "£^11 Z / J — Z / O 








9QH 9QQ 33fi 








icq oon <in*5 ao7_ 

JOO JOU 








CHQ t^RG. t^RC. 
ftZfi jUj JJO jOD 










♦Mixture ot 16 


Various Vendors 




O O >IO 1CO 1 /TO ICO 


tissues - mRNA 






1/ti ZlJ-zlS 24j 








OA*7 AC1 COC C37 








CT5 C70 


♦Mixture or 16 


Various Vendors 


CGa012 


5 14 18 21 24 31 


tissues - mRNA 






33 35 39 42 44 46 








51 53 58 61-62 70- 








*70 TC On □ A O C OA 








92-93 9o 9o 100- 








i no in m t a a 
IUj 12/ 131 144- 








14b 1Dj~1j4 ID/ 








lbU-lbl IbJ Ioj 








ICQ ICQ 1 *7C IOC 

loo-lby 1/D-l/b 








1 HQ T7Q TOO TOC 

1/o-l/y Ioj lOJ 








icy iyj 2uu 2io- 








zj.y zzi z/jy z jz- 








OOA 04C 0/1*7 OCC 
Z 34 <s40 z4 / Zbb 
























JUU-jUI jUD Oil 








717-^1fi loc ooc_ 








JJO «54^t— / 








JJ4 jjj OjO 








QKTCl^OCA OCO 0*7(1- 








J/D JOU J04— JOO 








OOft OQT OQ4 _0 QQ 
JOO J71 JZ7*— J3J7 








401-402 405-407 








410 412-413 419 








428 450-451 464 








467-469 471 504- 








507 512 516 518 








524 526 532 537 








541 545 547-549 








554 556 563-564 








572-573 586 590- 








591 600 602 605 








623-625 627-628 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSE0 Library Name 


SEQIDNOS: 








652 654 659-660 








664 667 670-671 








676 682 


*Mivhnrp nf Ifi 

1'IJ.AOUJLC KJi. J-O 


Vatiou*? Vendors 


CGd013 


56 58 61-62 70 131 








160-161 163-164 








193 247 290 311 








345 348 360 368 








370 394-398 512 








537 556 660 682 


♦Mixture of 16 


Var i ou s Vendor s 


CGd015 


1-5 8 14 17 52 59 


t* "issues - nVRNA 






68 87 215 228 259- 








262 272 275-278 








289 309 371 377 








392-393 400 402 








420 446-447 451 








492 498 504-506 








514 521 537-538 








588 620-621 637 








643 654 672-675 


♦Mixture or lo 


various venaors 




10 14 19 24-28 33 


c issues - uikjna 






57 65 70 76 112- 








114 121 131 151- 








153 163 183 206 








218-219 325 328 








332-333 394-398 








435 440-441 488- 








489 500 510 518- 








520 532 569 590 








641-643 653 662- 








663 668 671-673 








682 


aauic coxon 


lilviLiuycii 


PT.N001 

V-U1» U U X 


5 10 14 29 35 47- 








50 56 112-114 135 








175-176 179 220 








230 254 256 289- 








290 308 332-333 








343 368 371 385- 








386 415 427-428 








436 465 498 510 








518 534 572-573 








580 597-599 607 








643 651 661 663 








669 


auUJLC CCIVIA 


13 J. W^-ild JL1L 


CVX001 


7 10 14 16 18 20 








23-26 30-31 40 47- 








49 56 62 66 70 73- 








76 83 85 87 89 93- 








94 97 103 106 126 








131 137 141-142 








144 147-148 154 








175 177 179 182 








188-189 197-198 








202-203 206 211 








221 229 245 249 








259-263 267 282 








287 289 296 298 








302 305 308 314 








320 323-325 329- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








333 350 356 358 








362 367-368 371 








377 382 384 390 








400 438 451 454 








459-460 462 465 








484 487-490 492- 








493 499-502 507 








516 522 524-525 








530 532 534-535 








541 550 555 572- 








573 580 587 602 








605 610 613-614 








616 623-624 626 








628 643 652 661 








663-664 668 680 








682 




BioChain 


DIA002 


93 134 308 402 


C11UU LHCliaJ. 


R t" TPi t~ 3 npnp 


EDT001 


7 10 12 17 19 23 


cells 






29 34 36 39 52 54 








56 63-64 66 68 75 








80-84 B6-89 92-93 








95-97 106-107 116- 








117 127 131 137 








139 147-148 150 








154 157-159 168- 








169 172 179 182 








192 198-199 202- 








203 208 211 215 








217 220-221 230- 








234 249 254 256 








259-262 264 270 








272 289-290 296 








298 313-314 316 








320 323-324 348- 








350 364 367 371 








376-377 390 392 








430 435 438 445- 








446 465 473-475 








484 487-489 492 








498-499 502 504- 








507 510 518 522 








524 532 541 543 








552 554-555 587- 








588 595 602 610 








631-632 643 651- 








654 662 668-669 








672-673 


fetal brain 


Clontech 


FBR001 


8 24 54 56 59 69 








88 229 384 428 








440-441 541 628 








671 


fetal brain 


Clontech 


FBR004 


20 53 160-161 170 








293 385 461 530 








605 620-621 654 








660 


fetal brain 


Clontech 


FBR006 


7-8 10 15 18-19 








24-26 29 33 46 53 








56 59 62-64 66 68 
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TABLE 1 



Tissue Orifrin 


Library/RNA Source 


HYSEQ Library Name 


SEQIDNOS: 








70 73 79 84 87 131 








140. 147-148 155 








163 165 170 179- 








180 189-190 208 








211 218-219 229- 








230 232-234 236 








245 249 259-262 








267 284-287 293 








298 305 308 313- 








314 316-319 322 








324 337-338 343- 








346 350-351 354 








359-362 376 380- 








381 384 387-398 








403-404 423-424 








428 431 435 438 








440-441 445-447 

ITU ^ J. ^1 J — — r 








4m 462 473-475 








4R4 492 498-501 








504-507 509 512 








516 518-519 521- 








522 529-530 532 








541 543 550 554 








558 566 568-570 








576 591 597-599 








603 605 607-609 








623-625 627-632 








640 643 652-653 








662-663 665 667 








671-673 675 682 


JLCUOX UL.OiA.ll 




PBRs03 


17 371 


EeLdi Drain 


x nvi u roy en 


rni uuz 


7 10 29 43 47-49 








52 60 64-65 67-68 








79 83 86 92 94 131 








139-140 168-169 








180 202-203 205 








218-219 230 242- 








243 259-262 289 








296 298 302 305 








307 319 329-330 








332-333 364 380 








390 392-393 451 








473-474 484 492 








499-500 518 520 








537 553 607 619 








643 654 


IcLal ileal L 






8 14-15 20 24-26 








34 37 39 46 53 56- 








57 60 63 70 75 80- 








82 96-98 101 106 








120 127 131 134 








153 161 168-169 








171 180 202-203 








216 229 236 266- 








267 289-290 303 








305 308 314 316 








325 344-345 356 








358-359 363 366 
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TABLE 1 



Tissue Origin 


Iibrary/RNA Source 


HYSEQ Library Name 


SEQIDNOS: 








371 384 392-393 








395-398 400 402 




• 




419 422 431 434 








436 438 451 453 








461-462 478 484 








500 504-506 518 








522 525-526 530 








535 537 539 541 








550 570-573 586- 








588 590-591 597 








601 605 610 613- 








614 626 630-632 








640 643 652 669 








672-673 675 682 


fetal kidney 


Cl on tech. 


FKD001 


26 62 96 106 115 








150 153 217-219 








259-262 289 308 








323-324 350 371 








428 435 507 522 








537 643 




C~] nn1"^r*Vi 


FKD002 


46 54 64 68 85 








107-108 126 131 








155 158-159 163- 








164 167-169 188 








224-226 229 232- 








234 236 245 282 








284-285 289-290 








293 298 340-341 








343 350 370 417- 








418 431 436 438 








461 484 499-500 








516 518 532 567- 








568 572-574 589 








596-599 613 624- 








626 628 640 671- 








673 


fetal kidney 


Invitrogen 


FKD007 


227 


fetal lung 


Clontech 


FLG001 


25 40 56 75 93 106 








112-114 131 229 








316 428 436 484 








499 572-573 623 


fetal lung 


Invi t r ogen 


FLG003 


5 7 10 16 22 25-26 








44 47-50 57 75 79 








102 106 148 157 








175-176 189 191 








256 259-262 314 








356 359 371 384 








399-400 423-424 








428 430 451 488- 








490 500 504-507 








518 529-530 534 








539 550 556 620- 








621 


fetal lung 


Clontech 


FLG004 


305 


fetal liver- 


Columbia 


FLS001 


1-5 7-8 10 12 14- 


spleen 


University 




17 19-20 24-27 29- 








54 56-57 62-64 68 








71 75 80-83 85 87- 
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TABLE 1 



l issue Ungin 


jLaDrary/JtviNA source 


xtzoH/v JL/iurary name 


SEQIDNOS: 








97 99-100 104-107 








109 


-110 


131 


137 








141 


-142 


150- 


-153 








155 


168- 


•16.9 


177- 








180 


183- 


■184 


188 








198 


200 


202- 


-203 








205 


208 


212 


215- 








220 


222 


229 


245 








251 


-252 


256- 


-262 








264 


267 


271- 


-273 








275 


-279 


289- 


-290 








296 


298 


302 


306 








30B 


314 


316- 


-318 








320 


324- 


•325 


331- 








333 


337- 


•338 


349- 








352 


359 


364 


366- 








368 


371 


377 


383 








386 


-387 


390 


392- 








393 


400- 


•401 


403- 








404 


420- 


•421 


423- 








424 


428 


434- 


-435 








438 


440- 


441 


445- 








446 


451 


455- 


-457 








459 


-462 


475 


479- 








481 


484 


487 


491- 








492 


498- 


507 


510- 








511 


516 


518 


521- 








524 


526 


530 


533 






• 


536 


-538 


541 


543 








550 


554- 


556 


558 








588 


593 


595- 


-598 








601 


-602 


605 


607 








610 


613 


620- 


-621 








623 


-624 


629 


634 








641 


-643 


651- 


-652 








667 


-668 


671- 


-673 








675 


681 






fetal liver- 


Columbia 


FLS002 


2-5 


7-8 


10 12 14- 


spleen 


University 




17 19 24 26- 


-27 34 








36 38 40-42 


44 47- 








49 


52-54 56- 


-57 62 








64 


56 68 71 


75-76 








80- 


33 85-86 


88-89 








91- 


93 96 98- 


-100 








106 


-10B 


110 


112- 








113 


115- 


•117 


128- 








131 


135 


137 


139- 








142 


150 


153 


157- 








159 


163 


171 


-174 








179 


183- 


•184 


186 








188 


-189 


192 


198 








200 


202- 


•203 


206 








206 


212 


216 


218- 








220 


229- 


•230 


236- 








241 


245 


249 


252 








256 


-262 


275- 


-279 








290 


294- 


295 


298 








302 


305- 


•306 


308 
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TABLE 1 



Tissue Origin 



Library/RNA Source HYSEQ Library Name 



SEQIDNOS: 



*31 O 


-J J.4 


"31 
Jlu 


-"39fi 


"3DA 


- JZD 


"3 07 


J j D 


•a *a *7 
,3.5 / 




JlZ 


rtAQ- 




JD/' 


■J/Tft 

■JoU 


JOO* 


o c a 
JOO 


J /o - 


"3"7Q 


JO / 


o on 


4 UU 


4xy 


-42U 


/IOC 




At A 

4j4 


a *a c 
4 Jb 


4 JO 


44U- 


< ill 
-44X 


AAA 
444 


>i cc 


-43 / 


4by 


/I /-o 
-4o*£ 


478 


481- 


-482 


4ob- 




4y o - 


■4yy 


cm 
oUJ. 


504- 


-506 


508 


-509 


516 


518 


521 


-522 


527 


530 


534 


536- 


537 


543 


554 


-555 


564 


581 


587 


-588 


595 


597- 


-598 


601 


605 


610 


613 


620- 


621 


623- 


-625 


627 


629 


631- 


-632 


634 


641- 


-643 


651- 


-652 


662 


666- 


-668 


671- 


673 


675 


683 





fetal liver- 
spleen 



Columbia 
University 



FLS003 



2-5 14 18 20 24 26 
44 62 64 68 80-83 
88 93 99-100 106 
137 153 157 163 
183 197 222 229 
236 245 256 275- 
278 289 298 306 
315-318 331 337- 
338 346 350 359 
366 371 419-420 
428 436 438 491- 
492 502 507 518 
521-522 530 538 
543 555-556 593 
623-624 652 667 
672-673 679 



fetal liver 



Invitrogen 



FLV001 



5 10 24 46 52 64 
67-68 157 168-169 
180 202-203 211 
216 218-219 222 
237-241 256 259- 
262 272 275-278 
317-318 321 324 
332-333 342 347 
351 371 401 421 
428 434 451 488- 
490 498 593 623 
643 679 



fetal liver 



Clontech 



PLV002 



10 24 140 153 170 
230 249 256 275- 
278 284-285 325 
358 366 392-393 
500 518 538 576- 
577 613 623 641- 
642 666 
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TABLE 1 



Tissue Origin 



Ubrary/RNA Source 



HYSEQ Library Name 



SEQ ED NOS: 



fetal liver 



Clontech 



FLV004 



5 13-14 18 20 24 
35 46-50 56 63-64 
68 75 100 102 106 
108 116-118 137 
140 144 147-148 
170-172 218-219 
236 256 259-262 
275-278 318 323 
325 329-330 340- 
341 356-357 371 
390 428 431 436 
438 440-441 453 
461-462 498-499 
518 530 537-538 
543 587-588 623 
629 632 638-639 
643 651-652 662 
666 671-673 



fetal muscle 



Invitrogen 



FMS001 



5 16 24- 
139 144 
171 175- 
202-203 
219 256 
296 298 
349 356 
377 380 
402-404 
518 523 
623 661- 



26 64 93 
168-169 
176 181 
212 218- 
289-290 
317-318 
364 371 
392-393 
427 444 
564 586 
662 



fetal muscle 



Invitrogen 



FMS002 



6 15-16 21 26 29 
37 41 52 57 75 87 
96 101-102 106 
116-118 131 158- 
159 167-169 171 
180 189 256-25B 
272 289-290 293 
298 306 308 316 
325 332-333 343 
351 353 356 380 
382 388 400 402 
411 416 419 428- 
429 431 453 499 
516 522 525 530 
532 541 543 550 
563 565-56B 572- 
573 584 586 603 
613 623 643 662- 
663 



fetal skin 



Invitrogen 



FSK001 



5 7-8 10 
23 25-26 
39 41 46 
70 80-82 
92-93 96 
130 132- 
142 147 
152 158- 
165 173- 
203 205 



14-17 20 
29 36-37 
51 53 68- 
84 86 90 
111 127- 
133 141- 
148 151- 
161 163- 
174 202- 
207 218- 
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TABLE 1 



Tissue Origin 


Ubrarv/RNA Source 


HYSEO Library Name 


SEQ 


IDNOS: 










220 


ZZ4 


O O £T 

-22o 


229- 








230 


z4b 


2S4 


256- 








262 


289 


-290 


296 








298 


n f\ o 
302 


305 


308- 










315 


-316 


319 










-325 


327 


J JO 








359 


364 


369 


J > J. 








■jOO 


392 


-393 


Ann 










-413 


417 


-418 








436 


438 


440 


-441 








451 


458 


-465 


467- 








472 


476 


487 


492 








499 


518 


-520 


525 








530- 


-532 


547- 


-549 








558 


564 


571 


580 








583 


591 


607 


610 








617- 


-618 


620- 


-621 








623 


627 


643 


652 








659- 


-663 


671- 


-673 








680 


682 






— — 

fetal skin 


Invi t irogen 


r JdIS-U UZ 


5 10 16 


18 20 23- 








26 36-37 39 


41 46 








52-53 56 61- 


-65 68 








70 80-83 87 


94 96 








100 


130- 


-131 


148 








158- 


-159 


162- 


-164 








168- 


•169 


182 


188 








193 


201 


220 


224- 








226 


229 


235- 


-241 








245 


249 


254 


257- 








262 


289- 


-290 


293 








298 


302 


316 


318 








325 


331- 


-333 


335 








340- 


■341 


350 


359 








361 


363- 


-364 


371 








390 


392- 


-398 


400 








403- 


•404 


408- 


-409 








411 


417- 


-418 


422 








428 


431 


436 


440- 








441 


451 


453.. 


462 








464- 


465 


467 


471 








476 


478 


484 


499 








502 


504- 


-506 


512 








516 


518 


521- 


-522 








530 


532 


541 


543 








547- 


549 


556 


564- 








565 


568 


587 


589- 








591 


593- 


•594 


597- 








598 


613- 


•614 


616 








624- 


625 


629 


631- 








632 


637 


640 


643 








652 


662 


667 


669 








671- 


673 


681- 


682 


fetal spleen 


BioChain 


PSP001 


26 87 371 461 667 


umbilical cord 


BioChain 


FUC001 


5 18 


20 


26 A 


0 47- 








49 70 72 83 


86-87 








93 96 106 110-111 








116- 


117 


124 


126- 
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TABLE 1 





T ihrorv/DAJA Gnnrna 


rixoj&vi Lriorary name 




IDNOS: 










1 O O 

127 


134 


144 










1 CO 


155 


157 










161 


165 


171 


182 








206 


218- 


-219 


224- 








226 


229 


243 


247 








249 


256 


259 


-262 








289 


296 


298 


303 








305- 


-306 


308 


314 








316 


325 


332 


-333 








337- 


-338 


344 


-345 








349 


352 


359 


364 








371 


394- 


-398 


400 








417- 


-421 


427 


431 








436 


438 


453 


473- 








474 


477 


479 


499- 








500 


507 


512 


522 








525 


535 


537 


565 








593 


595 


613 


620- 








621 


623- 


•624 


637 








643 


653- 


•654 


660- 








661 


668- 


•669 


682 


fetal brain 


GIBCO 


HFB001 


5 10 18- 


•21 27 34 








38-40 47-49 


52 56- 








60 62 64 66- 


-70 72- 








76 80 83 86 


92-^93 








134 


139 


141- 


-142 








149- 


•150 


155 


170 








172 


179-180 


185- 








186 


188 


202- 


-203 








205 


207 


209- 


-212 








216 


229- 


230 


256 








286- 


•287 


289 


294- 








296 


298 


314 


319- 








320 


323 


325 


337- 








338 


346 


350 


357 








367 


371 


376 


381 








384 


420 


436 


438 








444 


447 


454 


459- 








462 


475 


484 


487 








492- 


493 


499- 


-500 








507 


518- 


519 


522 








529- 


530 


532 


534 








541 


543 


563 


570- 








571 


580 


597- 


-598 








601 


607 


616 


619- 








621 


623- 


624 


643 








653- 


654 


662 


664 








668 


671- 


673 


675 








677- 


678 


682 




macrophage 


Invitrogen 


HMP001 


18 26 43 


64 


118 








144 


179 


211 


245 








329-330 


347 


371 








427 


435 


461 


502 








53 0 


537 


620- 


-621 








635 


638- 


639 




infant brain 


Columbia 


IB2002 


7 14 


16- 


17 21 23 




University 




25-2 


6 29 40 


47-50 








56-57 59-60 


64 67- 
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TABLE 1 



Tissue Origin 



Library/RNA Source HYSEQ Library Name 



SEQEPNOS: 



68 70 73-74 
88 91-92 94 
115 127 137 
150-152 156 
159 161-163 
174 182 186 
189 197 202 
205-215 230 
259-262 264 
280 285 289 
298 305 307 
313-316 319 
324 326 334 
347 349-351 
363-364 367 
376-377 390 
431 436 438 
447-449 451 
461-462 479 
492 498-501 
506 516 519 
529-530 537 
543 545 556 
572-573 588 
593 597-598 
604-605 607 
619 622 624 
628 643 652 
660 663 674 
682 



79 83 

98 103 

139 

158- 

173- 

188- 
-203 

245 

268 

296 
■308 

322- 

346- 

359 

371 

420 

444 

453 

487 

504- 

522 

541 

564 

592- 

600 

610 

627- 
-654 
-675 



infant brain 



Columbia 
University 



IB2003 



7 10 16 
29 35 43 
57 59-60 
79-82 87 
139 150 
162-163 
174 181 
202-203 
214 229- 
256 259 
290 298 
308 314 
322 328 
338 347 
359 364 
385 428 
444 447 
462 475 
492-493 
519 522 
532 537 
556 593 
607 616 
631-632 
654 663 
682 



19-20 25 
46-50 56- 
64 68 70 
92 106 

158-159 

165 173- 

186 189 

205 210- 

230 245 

263 289- 

305 307- 

315 319 

334 337- 

349 351 

371 380 

436 438 

449 451 

484 487 

498-502 

529-530 

540 550 

602-605 

622 627 

643 652- 

672-673 



infant brain 



Columbia 
University 



IBM002 



47-50 84 151-152 
157 188-189 209 
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TABLE 1 



Tissue Origin 


Ubrary/RNA Source 


HYSEQ Library Name 


SEQ 


IDNOS: 










289 


390 


423 


-424 








453 


628 






infant brain 


Columbia 


IBS001 


10 


16 29 46- 


-50 56 




University 




58 


57 78 80- 


-82 156 








163 


186 


259- 


-262 1 








285 


305 


315 


334 








349 


452 


488- 


-489 








522 


532 


540 




lung, 


Stratagene 


LFB001 


5 7 


16 19 40 54 56 


fibroblast 






61- 


52 68 83 


93 106 








116 


121 


137 


172 








191 


198 


205 


223 








256 


289 


325 


329 








349 


371 


400 


438 








484 


501- 


•502 


507 








518 


522 


525 


532 








541 


610 


631- 


-632 








643 


651 


669 




X LLLiy U U.IIKJX. 


xxi v jl ux tui 


T«nTnn5 

JjVjJL UUA 


5-7 


10 15-16 18-19 








26 . 


29 34-36 


38 40- 








41 46-50 52 


56 59 








64 


58 75 86 


89 91- 








96 103-106 112-114 








116 


-117 


120 


128- 








130 


135 


141- 


-142 








144 


147- 


148 


150 








154 


-155 


157- 


-159 








162 


-164 


172-174 








179-180 


190- 


-192 








198 


202- 


-203 


208 








215 


220- 


221 


223 








229 


236 


249 


255- 








258 


263 


271 


275- 








278 


284- 


►285 


291- 








292 


296 


302 


309 








314 


316 


319 


323 








327 


331 


342 


349- 








351 


353 


358 


364 








368 


-369 


371 


390 








392 


-393 


399- 


-400 








420 


-421 


427 


431 








436 


438 


444 


453- 








454 


459- 


•462 


465 








470 


484 


486 


488- 








492 


499- 


500 


502 








507 


511 


518 


522 








525 


-526 


530 


537 








539 


543 


550 


580 








597 


-599 


605 


623- 








625 


627 


637 


643 








652 


661- 


662 


665- 








666 








lymphocytes 


ATCC 


LPC001 


13 16 18 20 


27 43 








47-49 54 62- 


■64 66- 








68 


30 87 90 


96 98 








115 


118 


120 


131 








144 


163 


202- 


-203 








211 


252 


256 


259- 



WO 2004/080148 



PCT/US2003/030720 



134 
TABLE 1 



Tissue Origin 


Dbrary/RNA Source 


HYSEQ Library Name 


SEQ 


IDNOS: 










262 


265 


290 


296 








308 


324- 


•325 


347 








350 


358 


371 


377 








384 


400 


420 


428 








436 


462 


467 


470 








483 


-487 


499 


-502 








504 


-507 


509 


518 








522 


525 


530 


543 








545 


550 


588 


600 








605 


607 


624 


-625 . 








633 


635 


643 


645 








654 


669 


672- 


-673 








675 








leukocyte 


GIBCO 


LUC001 


10 


16 18 24 


34 38- 








40 43-44 47- 


-50 52 








54-. 


57 62-64 


66 68 








78 


90-82 86- 


-89 93- 








94 


98 106 109 111- 








120 


131 


134 


137 








139 


1 A A 

144 


150- 


-152 








154 


163 


165 


177 








179 


186 


189 


198 










-203 


208 


211 








218 


-219 


221 


229 








236 


247 


249 


252 










259- 


-264 


270 








275- 


-278 


289- 


-290 










302 


305 


308 








315 


317- 


-318 


323 








325 


328 


337- 


-338 








342 


347 


350 


358 








364 


368 


371 


390 








392- 


-393 


421 


427- 








428 


430 


433- 


-435 








437- 


-438 


440- 


-441 








444 


451- 


452 


454 








461 


475 


484- 


-487 








491 


493 


498- 


-500 








502 


504- 


507 


509 








518- 


-519 


522 


525- 








526 


530 


535 


541 








543 


550 


555 


586- 








588 


597- 


598 


605 








607 


610 


620- 


-621 








624 


627 


631-633 








638- 


-639 


643 


652 








654 


668- 


669 


672- 








673 


675- 


676 




leukocyte 


Clontech 


LUC003 


20 ' 


17-4S 


52 


56 100 








112- 


•114 


198- 


199 | 








314 


337- 


338 


348 








371 


438 


484 


502 








530 


537 


602 


633 








643 








melanoma from- 


Clontech 


MEL004 


14 25 34 


47- 


49 56 


cell-line-ATCC- 






64 66 83 


92 


106 


#CRL-1424 






111 


131 


134 


137 








139 


150 


162 


173- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQIDNOS: 








174 189 192 210 








229 249 259-262 








290 321 337-338 








350 364 371 392- 








393 438 440-441 








444 475 493 499 


• 






507 554 587 643 








651 667 669 671 


mamma ry gl and. 


I nvi t r ogen 


MMG001 


5 7 10 16-17 19 25 








46-53 56 64 68 70 








79-82 85-86 89 92- 








95 98-100 106 121 








127 137 139-142 








144 150-152 158- 








159 161-164 180 








189 192-193 198 








202-203 205-206 








216 218-220 230 








245 249 252 259- 








263 267 270-272 








275-278 289-290 








29B 302 305 308 








313 315 319 324 








329-330 336 346 








349 351 355-356 








359 364 368 370- 








371 377 384 390 








392-393 421 425 








427-428 436 444 








451 455-460 462 








465 473-474 487 








492 499 502 507 








516 518 524-526 








529-530 533-534 








539 543 583 590 








592 602 605 613 








623 627 631-632 








643 646 660 677- 








678 682 


induced neuron - 


Stratagene 


NTD001 


17 20 23 68 79 89 


cells 






153 155 181-182 








212 218-219 235 








298 346 352 358 








376 438 478 484 








488-489 492-493 








499-501 541 570 








619 627 643 662 








672-673 


retinoic acid- 


Stratagene 


NTR001 


7 23 56 68 70 131 


induced - 






186 189 213-214 


neuronal -cells 






290 293 342 461 








499 504-506 530 








601-602 607 682 


neuronal cells 


Stratagene 


NTU001 


7 29 42 68 70 84- 








85 92 131 140 147- 








148 202-203 259- 








262 305 316 319 








336 371 395-398 
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TABLE 1 



Tissue Origin 


Ubrary/RNA Source 


HYSEQ Library Name 


SEQ 


IDNOS: 










461 


493 


499 


502 








537 


550 


553 


592 








652 


672- 


■673 


682 


pituitary gland 


Clontech 


PIT004 


2-4 


47-49 56 68 72 








93 137-138 141-142 








150 


154 


158- 


-159 








177 


182 


192 


221 








229 


272- 


•273 


290 








298 


308 


316 


325 








329- 


-331 


342 


346 








356 


360 


436 


459- 








460 


462 


473- 


-474 








484 


504- 


-507 


524 








532 


534 


541 


543 








564 


623 


631- 


-632 








635 


643 


662 




placenta 


Clontech 


PLA003 


1-5 


7 12 26 


37 41 






53 64 75 85 


87 96 








106- 


-107 


112- 


-114 








131 


151- 


-152 


157 








223 


236 


256- 


-262 








303 


306 


316 


335 








350- 


-351 


359 


371 








400 


428 


431 


435 








438 


445- 


-446 


462 








499 


502 


516 


520 








530 


532 


537 


543 








550 


556 


565 


579 








587 


594- 


-595 


626 








635 


638- 


-639 




prostate 


Clontech 


PRT001 


20 25 56 173-174 






205 


250 


256 


280 








284- 


-285 


299 


302 








309 


320 


323- 


-324 








331 


342 


349 


362 








367 


384 


386 


392 








400 


415 


438 


484 








498 


507 


524 


532- 








534 


590 


620 


-621 








623 


631- 


-632 


654 








677 


-678 


680 




rectum 


Invitrogen 


•REC001 


7 10 20 


47-50 52 








85- 


37 89 109-110 








126 


128- 


-130 


157 








163 


170 


173 


-174 








177 


205 


220 


229 








256 


259- 


-262 


289 








319 


324 


327 


340- 








341 


347 


364 


368 








371 


377 


415 


-416 








423 


-424 


427 


436 








465 


504 


-506 


581- 








582 


602 


610 


679 


salivary gland 


Clontech 


SAL001 


5 10 22 


25 


43 52 








63- 


S4 67 89 


95 97 








99 


137 140 


L61 165 








167 


-169 


180 


205 








229 


252 


256 


290 
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TABLE 1 



Tissue Origin 


library/RNA Source 


HYSEQ library Name 


SEQ 


IDNOS: 










323 


351 


368 


371 








430 


436 


438 


487 








502 


507 


516 


525 








564 


580 


613 


617- 








618 


631- 


632 




saliva gland 


Clontech 


SALS03 


20 


skin fibroblast 


ATCC 


SFB001 


208 


skin fibroblast 


ATCC 


SFB002 


208 


small intestine 


Clontech 


SIN001 


5 7- 


-8 10 15 


24 26 








37-38 47-49 


51-54 








56-57 59 64 


67-68 








72 75 88 93 


96-97 








100 


106 


108 


111 








116 


-117 


121 


128- 








131 


137 


140 


153 








158- 


-159 


177 


189 








191 


202- 


203 


206 








215 


229 


253 


255- 








256 


259- 


262 


264- 








265 


272 


280 


296 








300- 


-301 


308- 


-309 








316- 


-318 


325 


327 








332- 


-333 


335 


337- 








338 


344- 


345 


347 








352 


359 


368 


371 








386 


390 


392- 


•393 








423 


431 


435 


438 








444 


462 


479 


484 








492 


507 


509 


522 








525 


-526 


532 


534 








550 


572- 


573 


581 








593 


605 


620- 


-621 








623 


628 


632 


643 








650 


652- 


654 


672- 








673 








skeletal muscle 


Clontech 


SKM001 


5 62 101 104 134 








165 


254 


272 


289 








300- 


-301 


308 


316 








323 


356 


377 


402 








428 


431 


438 


444 








451 


462 


541 


543 








550 


572- 


•573 


586 


skeletal muscle 


Clontech 


SKM002 


208 


507 






spinal cord 


Clontech 


SPC001 


13 


L5 26-27 


33-34 






38-40 46-50 


52-53 








56 


58 80-82 


87 89 








92- 


95 131 150 155 








163 


175- 


•176 


180 








186 


197 


199 


202- 








203 


205 


211 


213- 








214 


229 


231 


235 








254 


263 


289 


307 








311 


314- 


-316 


323- 








324 


329 


340- 


-342 








348 


-349 


352 


359 








364 


371 


384 


400 








438 


451 


484 


493 








500 


507 


509 


511 
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TABLE 1 



Tissue Origin 


Iibrary/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








516 


522 


525 


530 








532 


537 


562 


-563 








567 


-568 


580 


595 








597 


603 


607 


610 








612 


-613 


616 


620- 








622 


627 


643 


653 








672 


-673 


675 


677- 








678 








adult spleen 


Clontech 


SPLcOl 


7 9 


13 


17 26 37 43 








64 


75 106 112-114 








118 


131 


163 


212 








216 


218 


-219 


256 








259 


-262 


308 


314 








329 


-330 


349 


368 








390 


392 


-393 


422- 








424 


427 


431 


435- 








436 


451 


453 


484 








500 


-501 


509 


525 








530 


532 


535-536 








541 


592 


600 


610 








613 


623 


628 


631- 








632 


635 


645 


654 








663 


668 


672 


-673 








679 








bone marrow 


null 


STM001 


7 43 162 252 256 








305 


371 


427 


438 








530 


607 


651 


658 


stomach 


Clontech 


STO001 


67 93 95 135 230 j 








259- 


-262 


284- 


-285 








289 


302- 


-303 


308 








320 


323 


390 


392- 








393 


420 


428 


436 








484 


507 


524- 


-525 








530 


536 


587 


631- 








632 


637 






thalamus 


Clontech 


THA002 


10 18 24 33 


47-50 








54 58 60 68 


90 92- 








93 98 100 102 160- 








161 


180 


205 


208 








229- 


230 


242 


259- 








262 


272 


296 


302- 








305 


325 


331 


342 








359 


384 


386 


390 








425 


511 


532 


543 








572- 


573 


587 


602 








608- 


610 


612 


616 








620- 


621 


631- 


632 








660 








thymus 


Clontech 


THM001 


5 12 


39- 


40 43 47- 








50 54 56 


66 


68 70 








79 8 


7-88 


93 


106- 








107 


131 


135 


144 








162 


173- 


174 


177 








192 


198 


205 


211 








218- 


219 


229 


256 








281 


289- 


290 


293 








306 


308 


314 


317- 








318 


321 


323 


325 
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TABLE 1 



Tissue Oricrin 


T ihronr/PMA Qmirnn 

JUiDrary/JViTA ouurcc 


niaiiii JLiDrary fName 


SEQIDNOS: 








331 


-333 


347 


349- 








352 


368 


371 


384 








389 


420 


425 


438 








440 


-441 


484 


487 








493 


498 


-499 


502 








509 


530 


532 


541 








554 


-555 


558 


597- 








599 


610 


613 


616 








620 


-621 


624 


643 









671 


-673 


682 




uflynius 


CI on tech 


THMc02 


5 8 


10 


12 25 32 34 








37 


39 43 45 


-46 48- 








50 


53 55-56 


61 63 








65- 


67 70 83 


85 87- 








88 


94 106-107 112- 








114 


116 


-118 


120 








131 


135 


140 


-142 








144 


150 


-152 


158- 








159 


163 


-165 


179 








189 


208 


229 


232- 








234 


256 


259 


-262 








273 


289- 


-290 


302 








305 


316- 


-318 


324- 








325 


335 


349 


361 








363 


-364 


371 


384 








389 


392- 


-393 


421- 








424 


437- 


-441 


443 








445- 


-446 


451 


459- 








461 


473- 


-474 


498 ! 








500 


504- 


-507 


509 








518 


522 


526 


530 








541 


554 


564 


583 








592 


600 


607 


610 








613 


624- 


■625 


627 








630- 


-632 


634 


637 








643- 


-645 


651 


667 








669 


671- 


673 


682 


tnyroia giana 


Clontech 


THR001 


6 14-15 


19 26 29 








32 34 39-40 


47-52 








56 61-63 


66- 


68 72 








75 87 93 


95 


100 








104- 


106 


115 


128- ! 








131 


137 


141- 


142 








154 


157 


162 


165 








168- 


169 


175 


177 








182 


189 


191- 


193 








202- 


203 


211 


217- 








219 


221 


229 


231- ! 








234 


249 


254 


256 








282 


289- 


290 


298 








302 


306- 


308 


314- 








316 


323- 


324 


327 








329- 


330 


342 


350 








353- 


358 


368 


371 








377 


380 


383- 


384 








400 


423- 


424 


426 








431 


436- 


438 


440- 








441 


446 


451 


459- 
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Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEO ID NOS: 








461 


475 


478 


484 








487 


-489 


491 


-492 








499 


-500 


502 


-506 








509 


518 


-519 


521- 








522 


530 


532 


-533 








541 


543 


567 


-568 








586 


588 


597 


-600 








605 


607 


610 


617- 








618 


620 


-621 


624- 








626 


631 


-632 


635 








643 


651 


654 


662 








668 


671 


-672 


680 


trachea 


Clontech 


TRC001 


7 22 38 


40 56 68 








83 94 229 259-262 








289 


296 


298 


360 








371- 


-375 


438 


484 








499 


511 


521 


541 








571- 


•573 


588 


613 








624 


627 






uterus 


Cl on tech 




17 36 70 76 


103 








106 


109 


112- 


114 








131 


150 


157 


179- 








180 


189 


290 


296 








308 


314 


320 


329- 








330 


356 


364 


366 








368 


390 


395- 


398 








415 


438 


447 


507 








509 


519 


525 


529 








532 


564 


620- 


621 








631- 


632 


662 


668- 








669 


682 







*The 16 tissue/mRNAs and their vendor sources are as follows: 1) Normal 
adult brain mRNA (Invitrogen) , 2) Normal adult kidney mRNA (Invitrogen) , 
3) Normal fetal brain mRNA (Invitrogen) , 4) Normal adult liver mRNA 

(Invitrogen), 5) Normal fetal kidney mRNA (Invitrogen), 6) Normal fetal 
liver mRNA (Invitrogen) , 7) normal fetal skin mRNA (Invitrogen) , 8) human 
adrenal gland mRNA (Clontech) , 9) Human bone marrow mRNA (Clontech) , 10) 
Human leukemia lymphoblastic mRNA (Clontech), 11) Human thymus mRNA 

™^ 6 , >f 12 * hUnBn lymph node (Clontech), 13) human so\spinal cord 

mRNA Clontech) , 14) human thyroid mRNA (Clontech) , 15) human esophagus 
mRNA (BioCham) , 16) human conceptional umbilical cord mRNA (BioChain) 
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m 


wit m 

nil ixf 


Snecies 


Description 


s 

score 


Percentage 
identity 


685 [ 


gil83150 


Homo sapiens 


chorionic somatomammotropin CS-5 


320 


100 


685 


gil81127 


Homo sapiens 


chorionic somatomammotropin precursor 


275 


96 


685 


gil83153 


Homo sapiens 


chorionic somatomammotropin CS-2 


275 


96 1 


con 

686 


gil83178 


Homo sapiens 


RkJlir V Z 


1033 


78 


686 


gl 183 153 


Homo sapiens 


chorionic somatomammotropin CS-2 


710 


87 


686 


gi3 87024 


Homo sapiens 


placental lactogen normone prcuurbut 


710 


87 


688 


gil83178 


Homo sapiens 


hGH-V2 


1051 


79 


688 


gil81121 


Homo sapiens 


chorionic somatomammotropin 


7RR 
too 




688 


gil83151 


Homo sapiens 


choriomc somatomammotropin CS- 1 


7RR 


OS 


689 


gil2653501 


Homo sapiens 


o miliar to serine ^or cysteine/ proteinase 
lnniDitor, ciaue r vaipna-z anupiasniin, 
pigment epithelium derived factor). 

mMtinpr 1 

iugiiiugi i 


1747 






giijzi /u/y 


Homo sapiens 


niompnt *»r\itHf»lil im-Hf^r - ! VPf! 'fflptnr 

pigpnciii cpiujciiuiJU'*ucrivcu i<u<iui 


1242 


99 


689 


gi 189778 


Homo sapiens 


pigment epimelial-mfferentiating factor 


1242 


99 


690 


gll712fiZoo 


synthetic 
construct 


Pnmer 1 


1 1SO 




690 


gj20269957 


Sus scrofa 


phospholipase C delta 4 




RR 
oo 


690 


gi21307610 


Mus musculus 


phospholipase C delta 4 


909 | 


77 


691 


gi 17864023 


Homo sapiens 


KCCR13L 




inn i 


691 


gi21483462 


Drosophila 
melanogaster 


LD44686p 


533 


36 


691 


gi21741717 


Oryza sativa 


oj991113 30.22 


10*7 
1Z/ 


oo 
zy 


692 


gil7428818 


Ralstonia 
solanacearum 


GALA PROTEIN 3 


in 


jZ 


692 


gi21536497 


Arabidopsis 
thai i an a 


F-box protein family, AtFBL4 


115 


30 


692 


• toco 1 f AX 

gil2581504 


Trypanosoma 
brucei 


uU 1 






693 


gl43 /OOZ 


Oryctolagus 
cuniculus 


mterieuKin-o receptor suoiype r> 


194 


61 


CfYl 


guo03/o 


Homo sapiens 


micricuKjn o recepiur d 


178 


57 


oyj 


mil AQ£01 


Homo sapiens 


inierieuiun~£> rcccptur type o 


178 


57 




gLSJODUzJo 


Homo sapiens 




2520 


100 


694 


gil 1230487 


Rattus 
norvegicus 


NTPDase6 


2065 


86 


694 


•ri mc 1 c% 
gp 139519 


Mus musculus 


nucieosiae aipnospnaiase ycisrij Ltras&j 


k VA/O 


s^ 


695 


gi21928620 


Homo sapiens 


seven transmembrane helix receptor 


1858 


100 


695 


gi 165663 19 


Homo sapiens 


G protein-coupled receptor 


1 SMI 
1MJ 


00 1 
yy 


695 


gi6644328 


Rattus 
norvegicus 


orphan G protein-coupled receptor 
UrKzo 


822 


50 


696 


gi71 10216 


Homo sapiens 


C-type lectin-like receptor- 1 


851 


99 ! 


696 


gi7109731 


Homo sapiens 


C-type lectin-like receptor-2 


zoo 


ji 


696 


gi20381202 


Mus musculus 


Similar to C-type (calcium dependent, 

r»?rrVmhvHratp rfVAonitirm domain^ lectin 

superramily member 12 


196 


27 


697 


gi22449809 


Chaoborus 
trivitattus 


cytochrome oxidase I 


50 


44 


697 


gi2351328 


Newcastle 
disease virus 


fusion protein 


59 


44 


697 


gL213U450 


Galleria t 
mellonella 


antifungal peptide gallerimycin 


55 


33 


698 


gil8089247 


Homo sapiens 


Similar to ectonucleoside triphosphate 
diphosphohydrolase 5 


2104 


100 
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■if onfSHf 

luciiuiy 


698 


gi3335102 


Homo sapiens 




Al\TT 


inn 


698 


gi 15076827 


Homo sapiens 


Pcph proto-oncogene protein 






699 


gil51242 


Pseudomonas 
aeruginosa 


heat shock protein 


79 


38 


699 


gi9950616 


Pseudomonas 
aeruginosa 


GroES protein 


*70 


DO 


699 


gi25 64287 


Pseudomonas 
stutzert 


HsplO protein 


/y 


AA 


701 


gi20521055 


Homo sapiens 


Start coaon is not laentuiea 


TO/1 




701 


gil7225457 


Homo sapiens 


autism-related protein 1 


676 


32 


701 


gjl5145797 


Sus scrota 


basic proline-rich protein 


156 


11 


702 


gi20810589 


Homo sapiens 


similar to arsenrte inducible RNA 
associated protein 


833 


(\r\ 

99 


702 


gi9651711 


Mus musculus 


arsenite inducible RNA associated protein 


687 


OA 

80 


702 


gil7390981 


Homo sapiens 


Similar to R1KEN cDNA 1 1 10060018 
gene 


535 


59 


703 


gi6624130 


Rattus 
norvegicus 


similar to 45 kDa secretory protein ; ! 


2150 


100 


703 


gil3241652 


Rattus 
norvegicus 


supernatant protein factor 


2040 


93 


703 


gil9548982 


Bos taurus 


tocopherol-associated protein 


1930 


90 


704 


gil3 177766 


Homo sapiens 


Similar to presenilins associated 
rhomboid-like protein 


1761 


99 


704 


gil5559382 


Homo sapiens 


presenilins associated rhomboid-like i 
protein 


1094 


98 


704 


gi7959883 


Homo sapiens 


PRO2207 


671 


82 


705 


gil864091 


Rattus 
norvegicus 


PSD-95/SAP90-associated protein-3 


5005 


95 


705 


gi2454510 


Homo sapiens 


PSD-95/SAP90-associated protein-2 


1338 


55 


705 


gi6979173 


Homo sapiens 


discs, large (Drosophila) homolog- 
associated protein 2 


1011 


45 


706 


gil 1877274 


Homo sapiens 


dJ726C3.2 (novel protein) 


2260 


99 


706 


gi21667210 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 1 


2260 


99 


706 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bacteric idal/perm eabiliry- increasing 
protein) like-2 


349 


26 


707 


gi7291716 


Drosopbila 
melanogaster 


CG11388-PA 


648 


39 


707 


gil6768190 


Drosophila 
melanogaster 


GH22974p 


647 


39 


707 


gi3954938 


Homo sapiens 


acetyl glucosaminyltransf erase-like 
protein 


171 


L5 


708 


gi 14334082 


Mus musculus 


a1 . _ T TV jf „ a - HPT Y% A 

thymus L1M protein TLP-A 




C7 
O/ 


708 


gi 14334084 


Mus musculus 


thymus LIM protein TLP-B 


397 


79 


/\JO 


gI4o 1 La** 


Rattus 
norvegicus 


CRP2 (cysteine-rich protein 2) 




ID 


710 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


8129 


83 


710 


gi30076 


Homo sapiens 


alpha-2 chain precursor (AA -25 to 1018) 
(3416 is 2nd base in codon) 


5916 


100 


710 


gil599l848 


Homo sapiens 


A type IV collagen 


4239 


51 


711 


gi7861733 


Homo sapiens 


low density lipoprotein receptor related 
protein-deleted in tumor 


2583 
1 


99 


711 


gi8926243 


Mus musculus 


low density lipoprotein receptor related 
protein LRP1B/LRP-DIT 


2409 
6 


91 
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711 


gi438007 


Gall us gall us 


alpha-2-macroglobulin receptor 


1419 

7 


63 


712 


gil7298315 


Homo sapiens 


candidate tumor suppressor protein 


848 


i t\f\ 
100 


712 


gi7861733 


Homo sapiens 


low density lipoprotein receptor related 
protein-deleted in tumor 


848 


100 


712 


gi8926243 


Mus musculus 


low density lipoprotein receptor related 
protein LRP 1 B/LRP-DIT 


731 


83 


713 


gil6877754 


Homo sapiens 


Similar to RIKEN cDNA 4930434H03 
gene 


574 


56 


713 


gi20071811 


Mus musculus 


Similar to RUCEN cDNA 4930434H03 
gene 


493 


60 


713 


gil340174 | 


Homo sapiens 


type III procollagen (aa 892-1023) 


97 


40 


714 


gi 157409 


Drosophila 
melanogaster 


fat protein 


1802 


31 


714 


gi4887715 


Drosophila 
melanogaster 


adherin 


1500 


36 


714 


gill 07687 


Homo sapiens 


homologue of Drosophila Fat protein 


1514 


30 


715 


gil57409 ; 


Drosophila 
melanogaster 


fat protein 


1808 


31 


715 


gi4887715 


Drosophila 
melanogaster 


adherin 


1500 


36 


715 


gi 1107687 


Homo sapiens 


homologue of Drosophila Fat protein 


1514 


30 


716 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


2562 


99 


716 


gi35 13303 


Homo sapiens 


R26984 1 


2700 


98 


716 


gil 1095188 


Homo sapiens 


dipeptidyl peptidase 8 


1397 


53 


717 


gi2689444 


Homo sapiens 


ZNF134 


1160 


54 


717 


gi21314977 


Homo sapiens 


Similar to zinc finger protein 17 (HPF3, 
KOX 10) 


1038 


51 


717 


gil3543419 


Homo sapiens 


Similar to zinc finger protein 304 


1000 


51 


718 


gi7582294 


Homo sapiens 


BM-011 


881 


100 


718 


gil3937769 


Homo sapiens 


Similar to RIKEN cDNA 1200013F24 
gene 


781 


98 


718 


gi!78997 


Homo sapiens 


arginine-rich nuclear protein 


224 


38 


719 


gi 1620870 


Ciona 
intestinalis 


myoplasmin-Cl 


412 


28 


719 


gi7416980 


Argopecten 
irradians 


myosin heavy chain catch (smooth) 
muscle specific isoform 


279 


23 


719 


gi74 16982 


Argopecten 
irradians 


myosin heavy chain cardiac muscle 
specific isoform 1 


279 


23 


720 


gil3872813 


Homo sapiens 


fibulin-6 


1376 
4 


100 


720 


gil 4575679 


Homo sapiens 


hemicentin 


1372 
0 


99 


720 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


1 rot 

1695 


30 


721 


gi3822553 


Gallus gallus 


nuclear calmodulin-binding protein 


1492 


64 


721 


gi3329496 


Mus musculus 


heterogenous nuclear ribonucleoprotein U 


1501 


45 


721 


gi624918 


Rattus 
norvegicus 


SP120 


1498 


45 


722 


gi 17223626 


Homo sapiens 


ATP-binding cassette A10 


7966 


99 


722 


gil7223624 


Homo sapiens 


AtP-binding cassette A9 


5160 


61 


722 


gi!7223622 


Homo sapiens 


ATP-binding cassette A6 


5108 


61 


723 


gil3374079 


Homo sapiens 


TAFII 140 protein 


3677 


99 


723 


gil3374178 


Mus musculus 


TAFII140 protein 


3202 


84 | 
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723 


gi205686 


Rattus 
norvegicus 


heavy neurofilament subunit 


335 


26 


724 


gi 17429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE PROTEIN 


661 


61 


724 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


619 


62 


724 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


559 


59 


725 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3055 


99 


725 


©16040981 


Mus musculus 


POEM 


884 


51 


725 


gil5430246 


Mus musculus 


nephronectin short isoform 


884 


51 


726 


gi6531661 


Caenorhabditis 
elegans 


LIN-41A 


844 


50 


726 


gi6531663 


Caenorhabditis 
elegans 


LIN-41B 


844 


50 


726 


gil2407367 


Homo sapiens 


tripartite motif protein TRIM2 


769 


30 


727 


gil504026 


Homo sapiens 


similar to C.elegans protein (Z37093) 


5833 


99 


727 


gi2896796 


Homo sapiens 


D1013901 


5115 


99 


727 


gi2522322 


Homo sapiens 


PTPLl-associated RhoGAP 


1497 


36 


728 


gil3274120 


Homo sapiens 


dJ55C23.5.1 (vanin 3, isoform 1) 


1467 


99 


728 


gi7160973 


Homo sapiens 


VNN3 protein 


1213 


96 


728 


gi61 02996 


Mus musculus 


Vanin-3 


1018 


79 


729 


gi9581879 


Homo sapiens 


disintegrin metalloproteinase with 
thrombospondin repeats 


5723 


99 


729 


gil9171176 


Homo sapiens 


metalloprotease disintegrin 15 with 
thrombospondin domains 


1669 


50 


729 


gill095299 


Rattus 
norvegicus 


ADAMTS-1 


1772 


40 


730 


gi21063967 


Drosophila 
melanogaster 


AT05453p ! 


396 


32 


730 


gi5911409 


Drosophila 
melanogaster 


fuzzy 


396 


32 


730 


gi25 64657 


Drosophila 
melanogaster 


Fuzzy 


396 


32 


731 


gil5217171 


Homo sapiens 


CD 81 partner 3 


2302 


100 


731 


gil5488017 


Homo sapiens 


EWI2 


2302 


100 


731 


gil5593237 


Mus musculus 


immunoglobulin superfamily receptor 
PGRL 


2186 


92 


732 


gil5217l71 


Homo sapiens 


CD81 partner 3 


3200 


100 


732 


gj 15488017 


Homo sapiens 


EWI2 


3200 


100 


732 


gi 15593237 


Mus musculus 


immunoglobulin superfamily receptor 

PHT?T 
i UKL 


2867 


88 


733 


gil5217171 


Homo sapiens 


CD81 partner 3 


1303 


96 


733 


gil5488017 


Homo sapiens 


EWI2 


1303 


96 


733 


gi22266726 


Homo sapiens 


LIR-D1 precursor 


1303 


96 


734 ; 


gi21748480 


Homo sapiens 


FLJ00271 protein 


605 


100 


734 


gi22266726 


Homo sapiens 


LIR-D1 precursor 


514 


79 


734 ; 


gil5217171 


Homo sapiens 


CD81 partner 3 


514 


79 


735 


gi2196872 


Homo sapiens 


Lsc homologue 


203 


30 


735 


gil389756 


Mus musculus 


Lsc 


199 


31 


735 


gil 1276027 


Rattus 


LSC 


199 


31 
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norvegicus 








736 


gil4336728 


Homo sapiens 


: : r 

possible integral membrane 






736 I 


gil8043242 


Mus musculus 


RIKEN cDNA 2400010G15 gene 


331 


31 


736 


£8895014 


Hepatitis B 
virus ! 


HBsAg 


68 


48 


737 


£20071204 


Mus musculus 


Similar to paraspeckle protein 1 


185 


28 


737 


£18104577 


Homo sapiens 


paraspeckle protein 1 alpha isoform 


175 


27 


737 1 


£13528666 


Homo sapiens 


Similar to splicing factor 
prohne/£utarnine rich (polypyrimidine 
tract-binding protein-associated) 


179 


31 


738 


£12002000 


Homo sapiens 


My029 protein 


415 


100 


738 


£348140 


Human T- 
lymphotropic 
virus 2 


rex 


68 


39 


738 


£404041 


Human T- 
lymphotropic 
virus 2 


rex protein 


68 


39 


739 


£4680090 


Human 

immunodeficien 
cy virus type 1 


envelope £ycoprotein 


89 


31 


740 


£21627272 


Drosophila 
melanogaster 


CG12765-PA 


166 


38 


740 


£19528077 


Drosophila 
melanogaster 


AT24025p 


166 


38 


740 


£1066820 


Murray Valley 

encephalitis 

virus 


nonstructural protein 


66 


28 


741 


£9916 


Plasmodium 
falciparum 


liver stage antigen 


40o 


zo 


741 


£1747 


Oryctolagus 
cuniculus 


trichohyalin 


At A 

414 


Z4 


741 


£295941 


Ovis aries 


trichohyalin 


one 


~>A ' 
Z4 


742 


£9845485 


Homo sapiens 


protocadherin-9 


6235 


100 ! 


742 


£15054521 


Homo sapiens 


protocadherin-S 


3390 


CO 

58 


742 


£13161060 


Homo sapiens 


protocadherin 1 1 


3382 


58 


743 


£5688958 


Homo sapiens 


PMMLP 


2405 


100 ' 


743 


£21594625 


Mus musculus 


RIKEN cDNA 4931406N15 gene 


2241 


92 


743 


£16797814 


Drosophila 
melanogaster 


phosphomannomutase 45A 
. _ . 


1194 


51 


744 


£21734445 


Rattus 
norve£cus 


BMP/Retinoic acid-inducible neurai- 
specific protein-2 


7Q87 


OA 

y4 


744 


£20988899 


Mus musculus 


similar to deleted in bladder cancer 
chromosome re£on candidate 1 




7A 
/U 


744 


•/"> ■» T5 A A AH 

gl21 734447 




Rattus 
norve£cus 


Dv/iri rveunoic aciu-tnauciDie nuunii- 
specific protein-3 




70 




£lXr / J7JJJ 




ZNF91L 


2075 


69 


745 


£1017722 


Homo sapiens 


repressor transcriptional factor 


2044 


71 ! 


745 


£4559318 


Homo sapiens 


BC273239 1 


2031 


67 ! 


746 


£1017722 


Homo sapiens 


repressor transcriptional factor 


2144 


73 


746 


£2739353 


Homo sapiens 


ZNF91L 


2054 


70 


746 


£186774 


Homo sapiens 


zinc finger protein 


2035 


70 


747 


£19683999 


Homo sapiens 


coated vesicle membrane protein 


1010 


99 


747 


£1212965 


Homo sapiens 


transmembrane protein 


1010 


99 


747 


£1213221 


Rattus 
norve£cus 


transmembrane protein 


1006 


98 



WO 2004/080148 



PCT/US2003/030720 



146 
TABLE 2 A 



SEQ 
ED 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 

V 


748 


m 11 99524 


Homo sapiens 


acid phosphatase 


2&36 


98 


748 


gi34263 


Homo sapiens 


acid phosphatase precursor protein 


2036 


98 


74R 


oil^l 1 1075 
gllJl 1 iy/J 


rxuuuu oapjciio 


af*iH nnAcnnnhicp 7 IwkKfirnill 
CK/1U pilUopilalooG I*) I jo*j&\Jixiai 


2032 


98 


740 


0115^95570 
gll JOZjj /U 


nowo oopjcua 


WCUUUUIU UCUU 


2970 


83 


7/10 
fry 


owlARRQfV} 

gwoooyuz 


JTLOLUO oapidla 


l>dUrtlHill Uviil/' 


1708 


64 


749 


gi436228 


Homo sapiens 


Start codon is not identified 


1387 


70 


7^n 


mini 07£A9 

giiuiy /ohz 


nomt) sapiens 


Mn^ft77 


647 


100 


7^0 


giiyoojo*K> 


T*\«y*4-» motcLt it tint* 
IJlCiyOoLCllLini 

discoideum 


3/101 




26 


/ju 


m£QA1 55A 

gK>o41jj4 


Homo sapiens 




yo 


94 


/j1 


gDojvUoU 


Homo sapiens 


similar io oujd i, simiuir lu u/vrtx*f oov 
(PID:g2789430) 


\jy\j 


4R 
to 


7^1 
/ J I 


giz/oyt ju 


Homo sapiens 


lcprcssur proiciii 


702 


39 


/Jl 


m 1 ft/\ 1 A(Y>/\ 


Homo sapiens 


nri-nr* TtT^ rr£*r T^^JA KinniniT nfi^tf in T\i 1 

aiuu lingtH i^iNrv uinuiiig jjitjiciii p / i 


1004 


41 


9^9 
/jZ 


guzi4uzyu 


Homo sapiens 


oa. i jbSn i y .l. i ^vdLuoidJ piuiciii suiuiig 
pruiciii io ^vrijiu^ 






9^9 
/jZ 


gll 1 JHJJOZ 


— : 

Homo sapiens 


vacuolar proicm sorung protein 10 


9RRS 




/jZ 




Mus musculus 


vacuolar proicin sorung 10 ^ycosi 
oomuiogj 


9RfR 


RQ 
oy 


7^1 
/JJ 


<n'9fiQR7R77 


ftvfuo miip^iiliio 
lYLUb inuSLUllu 


blLUilai IO l^JUgO Lcccpuui 


y\jj 


58 


7^ 
fJD 


m 0951009 5 


lviacaca 
fascicularis 


rsogo recepior 


R0R 


49 


/JJ 


gl l JUovUU J 


noiiio sapiens 


nogo rcvcpLui 


706 
fyv 


48 


754 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2714 


39 


9^A 
/j4 


glj /yjyz 


Homo sapiens 


aipna z-macrogioDuiin oyv- / jo 


97DR 


^0 

jy 


9^4 


wi 590504 


Homo sapiens 


aipna z-macrogioouun oyo- / *tu 


9700 


jy 


755 


gi4929790 


Homo sapiens 


angiopoietm-related protein 3 


1423 


89 


"TCC 
/JJ 


•in co>i*t>i 
glli ljy4/4 


Homo sapiens 


r»rTAnA_oit9 
cuoUo-aitz 


14 IO 


RR 


/JJ 


m5/C10007 

gijojyyy/ 


Mus musculus 


angiopoietin-related protein 3 


1 mo 
i ivy 


77 


/JO 


glZUUUj / 


Mus musculus 


neuronal glycoprotein 


AR91 
H6Z1 


R7 


756 


gi563l33 


Rattus 
norvegicus 


BIG-1 protein 


4778 


87 


/JO 


gUolOUlZ 


Rattus 
norvegicus 


i — ,v — : : — _ _ _ 

neural cell aunesion protein BlO-2 

precursor 


1R^7 


fiR 
oo 


757 


oifi97H00 
glOZ/jjyy 


oorno sapiens 


niClalllJIlla~aSSOCiaicu aUUgCii ivivjjv 


-XAA 


j j 


757 


oil SfklfLin 


nomo Sapiens 


MHUlai w L/.mcidnugaoicr 

pClU>AlUaolll^U 1 L\JJ£*J 


J*r*t 


33 


757 


gi ittyj jo i 


nUIllU 2MipiC112> 


Knurl tumor nccrvintfvt r*rrtt<*iTi T RRfVl 
uiaui iuiiim aoouviaicu piuicui x-jvjvv>*t 


324 


27 


75R 

/JO 


giox / DDyy 


FlUllIU aapiCllo 


iiiciaiiiJiiia^aoaiJLiiaiJcu aiiu^cii ivivjjv 


344 


33 


75R 

/JO 


oil SfWVdO 

gll JOHVHO 


Hrnnn cam'pnc 
nvjii iu oitpiciio 


oiini lai ix> i_/.iudauugaoiGi 

npmriHfl<Hn^r Tl 1 0S9^ 
pci UAiviaoiii\ un uji j 


344 


33 


758 


gil4495561 


Homo sapiens 


brain tumor associated protein LRRC4 


329 


26 


75Q 
tjy 


ot559507R 

gl JJAJV / O 


XVoilUo 

norvegicus 


seven transmembrane receptor 


5062 


72 


759 


ei21929093 


Homo saoiens 


seven transmembrane helix recentor 


1712 


88 


759 


gi4164023 


Bos taurus 


latrophilin 2 splice variant baaaf 


383 


27 


760 


gil0440398 


Homo sapiens 


FU00032 protein 


1261 


57 


760 


gil 1917507 


Homo sapiens 


HPF1 protein 


1258 


60 


760 


gil3752754 


Homo sapiens 


zinc finger 1111 


1253 


60 


761 


gi3628757 


Homo sapiens 


FIC1 


1436 


54 


761 


gil3097633 


Homo sapiens 


Similar to ATPase, Class I, type 8B, 
member 1 


1221 


60 


761 


gi20147219 


Arabidopsis 
thai i an a 


Atlg59820/F23H11_14 


1637 


41 
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ID 


Hit ID 


Species 


isescnpuon 


s 

score 


P^rcfintape 
identity 


/OZ 


git IDZ/70/ 


^Inline rrollllC 

vjrailUS golJilb 


uniiiuiiugiuuujiir*iiA.c m^cpiui V/imv/i 


97 


30 


762 | 


gi432214 


Human 

lmm uti oae 1 1 c i en 
cy virus type l 


envelope glycoprotein gpl20 


43 


39 


/oz 


gUDUzoyyj 


nomo sapiens 


ivi v_/ j <rvv^ pj. mem 


64 


38 


763 | 


gil 1558486 


Homo sapiens 


B-cell lymphoma/leukaemia 1 1 A short 
form 


1314 


99 


763 


gi7546791 


Mus musculus 


CTIP1 protein 


1149 


99 . 1 


763 


•'7/TCA1 Oil 

gl7o501 o4 


Mus musculus 


ecotropic vinu mtegranon sue y isoionn 


1 IJJ 


OS 


/o4 


gizzuoooyu 


ixsmis 
norvegicus 


PT4A-HTT ! 
rxl/v-ni l 


1426 


82 


/o4 


glZ14jUUZo 


Drosophila 
mcianogaster 


UiYlUl JOZp 


338 


40 


/04 


gIZl lOOUlZ 


i^ciyosieiiurn 

UJoLrUJUCUtlJ 


jLtt 1 \J\J 1 DvJx. 1 JVUV rlVUlCrlli 


279 


26 




gliiZUOJ 07U 


IVdlilio 


FHA-HIT 


214 


88 


765 


gi5764101 


Homo sapiens 


polynucleotide kinase-3 -phosphatase 


95 


50 


/OD 


glJ/ 1ZI Jl 


nomo sapiens 


UEilYL 1 pi UIC1I1 


93 


50 


766 


gi22085890 


Rattus 
norvegicus 


FHA-HIT 


278 


89 


/OO 


glJ /041U1 


rioino Sapiens 


pUiyilUUlCUMUC K 1 1 lft>v : ~i » — pilUopilrtUloC 


109 


46 


/OO 


go / 1Z1 J 1 


Homo sapiens 


l^Civi i pruidii 


107 


46 


/OO 


gll3 lOO / /u 


Homo sapiens 


lybyi UAJvlaSCT'lLA.C piotciii 


1818 


96 


/Oo 


m* 1 4nno^07 


nomo sapiciib 


iyS»yi UAIUaoC**ILILG 3 piuicm 


1818 


96 


7£R 
/Oo 


en* 1 ^n^nnofi 

gll jUjUUti) 


JVXnc? miicniliic 
IVlUo IIlUSCLUUo 


Similar to lucv/1 fiYiHucp-lilff* 7 


1715 


92 


769 


gj3954938 


Homo sapiens 


acetylglucosammyltransferase-like 

nrnfpi n 

pruiciii 


2298 


70 


769 


gi3954978 


Mus musculus 


acetylgluc osaminyltransferase-like 
protein 


2298 


70 


/□y 


gllUoo4 /ZZ 


Homo sapiens 


rr^OJO 


RQ? 


01 


//U 


gi /zuy / zj 


Homo sapiens 


w L^-repeoi luce sequence 


lAlf\ 

&rr t U 




//U 


gloZl /4oj 


Homo sapiens 


QJ i \J7£. t\ 1 1 .j ^wu repeat aomain/ 


9471 




770 | 


gi7209721 


Mus musculus 


DD57 


2243 


88 


771 


gil8676632 


Homo sapiens 


FLJ00215 protein 


1943 


99 


//l 


■ i 0/1/17100 

gllo44/ IVo 


Drosophila 
melanogaster 






10 

17 


771 


gi295671 


Saccharomyces 
cerevisiae 


selected as a weak suppressor of a mutant 
of the subunit AC40 of DNA dependant 
RNA polymerase I and III 


119 


22 


772 


gil0799166 


Homo sapiens 


protein kinase Njmu-Rl 


1915 


99 


772 


gi21 104460 


Homo sapiens 


OK/SW-CL19 


549 


100 


772 


gil4290030 


Human 

immunodeficien 
cy virus type i 


pol protein 


68 


30 


773 


gi41 86023 


Homo sapiens 


CDS2 protein 


2376 


100 


773 


gil9344052 


Homo sapiens 


similar to PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE 2 (CDP- 
DIGLYCERIDE SYNTHETASE 2) 
(CDP-DIGLYCERIDE 
PYROPHOSPHORYLASE 2) (CDP- 
DIACYLGLYCEROL SYNTHASE 2) 
(CDS 2) (CTP :PH0SPHATTDATE 
CYTIDYLYLTRANSFERASE 2) (CDP- 


2376 


100 



WO 2004/080148 



PCT/US2003/030720 



148 
TABLE 2 A 



SEQ 

LV 


Hit ED 


Species 


Description 


S 

score 


Percentage 
identity 








DAG SYNTHASE 2^ fCDP-DG 






77*1 


gH3z//y/z 


iv j ub muscuius 


^imilnr tA f TlP-diarvlelvcerol synthase 
fnhn^nhatiHate c vti dvl vl trail sf erased 2 


2289 


96 


774 


gil7862928 


Drosophila 

U1C1 di.lv/gao I d 


SD03549p 


125 


35 


774 


gl 1 oU / / OOj 


XVI Uo LUUdUUlUo 


r Aclcavne cvn drome ptoud A. 


117 


38 


774 


oil 4001^57 


IVJuulgllCl o 

indica 


F6N15 8-like orotein 


107 


29 


77A 
/ 1 0 


ml R67^/vl 
gllOO/OOOH- 




FT J00231 nrotein 


1473 


99 


776 


gil6303748 


Homo sapiens 


tweety-like protein 2 


1053 


41 


/ /o 


_M /T1A07CA 1 


Mus musculus 




987 


39 ; 


777 


gi81 18032 


Homo sapiens 


orphan G-protein coupled receptor 


939 i 


98 


777 


* i conn i Ai 
gl 16877 193 i 


Homo sapiens 


\j proiein-coupjcu rt^cepiur, ldinuy v^, 
group 5, member C 


939 


98 


777 


gi95 88669 


Homo sapiens 






98 


778 


gi20380605 


Mus musculus 


RIKEN cDNA 8430424D23 gene 


836 


91 


778 


gi 16769562 


Drosophila 
melanogaster 


r TVIOAI A— 

LD38910p 




47 


778 


* r-»r% £\r\ Ann 

gi7302978 


Drosophila 
melanogaster 


COo44I-rA 




47 


779 


gil6041781 


Homo sapiens 


oimilar to KllvbN cuna u / luuvi iad 
gene 


77fi i 

/ /o 




779 


gL21430012 


Drosophila 
melanogaster 


GH27470p 


333 


53 


779 


gl 15074454 


Sinorhizobium 
meliloti 


PROTEIN 




41 


780 


gil3959Ql8 


Homo sapiens 


enootnenai ceii-seiecuve aunesion 
molecule 




100 


780 


gl 13991773 


Mus musculus 


GnQOLUcllal CCJI~SeieOllVt5 aUilCoIUII 

molecule 


643 


70 


TOA 

780 


'1 01 /I OT7 

glloL4z// 


Homo sapiens 


Ajj an u gen precursor 


229 


34 


781 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane protein- 

iii™» 
u Ke 


1013 


100 


781 


gil5422l7l 


Homo sapiens 


22 kDa peroxisomal membrane protein 2 


1013 


100 | 


781 


gi297437 


Rattus 
norvegicus 


peroxisomal membrane protein 


708 


/u 




gi/6zijzy 


Streptococcus 
pyogenes 




714 


39 


782 




Streptococcus 
pyogenes 






39 


782 


gi7620875 


Streptococcus 
pyogenes 


Sicl.19 


215 


39 


783 


gi62877 


Gallus gall us 


type VI collagen alpha-2 subunit 
preprotein 


751' 


41 






frallim callus 


type VI collagen subunit alpha2 


751 


41 


783 


gi2116l6 


Gallus gallus 


type VI collagen, alpha-2 subunit 


747 


45 


784 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


829 


48 


784 


gi3877350 


Caenorhabdrtis 
elegans 


contains similarity to Pfam domain: 
PF01598 (Sterol desarurase), 
Score-307.6, E-value=4.7e-89, N=l 


572 


38 


784 


gi387735l 


Caenorhabditis 
elegans 


contains similarity to Pfam domain: 
PF01598 (Sterol desaturase), 
Score=303.0, E-value=l.le-87, N=l 


546 


38 
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SEQ 


Hit ID 


Species 
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S 

score 


Percentage 
identitv 


785 


gll /UDOIUO 


TT/Ym/\ eonipnc 
nOulO oapicu2» 


"KTrivPY— 1 TSlrn TcrvfirMrm 
i>uvca"j i mil iM/iuiui 


8832 


99 


785 


oi91 918698 


o pan sum d 
vinde 


LlLlll HJVC pi UIC11 1 


519 


62 


785 


oi9 1918610 


opdXloUILLd 
nnrofrpnatiim 


tifin— lilr p Trrotpin 

tl Lill IllVC pi \JLC> ill 


519 


62 


787 


pi9910R40 


fritilfpfi hilollft 


ndhB 


54 


54 


787 


pi'2910898 


Dinnn p/IiiIp 

J^IWiJ WUlv 


ndhB 


52 


50 


787 


pi 0970001 


Slpnnnifi 
jvii uuia 

scmpcrvirciis 




60 


36 


788 


m 18676610 


Hnmn oanipnc 

11UU1U kXlpl^llij 


FLJ00204 nrotein 


204 


27 


788 


pi1002588 


1YJ.UO UlUJvUlUO 


Plentv of SH3s- POSH 


206 


25 


788 


pi 1407665 


Miiq miicmiliiQ 

1T1UO lUlUvlUUO 


SH3P3 


134 


45 


780 


pi 186766 10 

K 1 1 Oil / UU 1 \J 


T-fnmn <y»nipn<; 
iiuiiiu oapiuiu 


FLJ00204 nrotein 


262 


27 


780 


pi1002588 


Mi mi i villus 


Plentv of SH3s- POSH 


220 


25 


7RQ 


pi 1407665 


LTllia iUUOvUlUi) 


SH3P3 


140 


33 


700 
/y\t 


pi 189481 

gl 1 O^HOJ 


T-Trvmn <Kmipn<2 

A LVJl IIXJ Mlyjl Ul JUT) 


nrefihmhlast collapenase inhibitor 

plVllUlvUJw3l VvllAgvUttOw UlXXlt/&+%SA 


531 


88 


790 


pi'400004 


Hnmn <mnipn<; 


TIMP 


531 


88 


700 


ml 80189 


nU) l IU oapidlo 


pnllnppnsna* inhihitnr 


531 


88 


701 


oi71 10916 


i lVJiilu Sapid io 


fVtvnp Ipptin-lilcp rpppnt or- 1 


851 


99 


701 

/yi 


oil 100711 
gi / ivy /j i 


Urtrnn compnc 
nUIDU SMipiClIO 


C\.f\mp Ipptin— lilrp rpppntnr«.9 


256 


31 


791 


gil902982 


Bos taunts 


lectin-like oxidized LDL receptor 


303 


31 


TOO 

/yz 


glDoUZOlK* 


Cavia porcellus 


T FT\t> rrl i ir>i trAnnci/ltrori cf Arct cp» T TfTT9 A ^ 

uur ^ueuronosyiuiiiisxcrobc uvja^/\_7 


1781 

1 / O J 


71 


TOO 

/yz 


guy^o/yoj 


Mus rnusculus 


RIlTPTsI /.flWA 9010^91 T07 pptip 

IVlIVEriN CJL/1Y/Y ZrUlt/J^lJU/ gCIlC 


1709 


60 


TOO 

/yz 


gl4/J0 /oo 


Homo sapiens 


¥ T1~1D rr!iir«iiT*/\M#xo\/lf^Qno H fi»rocf 1 


1508 


67 


TO** 


guooouyu 


xiomo sapiens 


R^961 1 9 


786 
/ou 


01 


701 


gJ0O*f IZZo 


nonio sapiens 




618 


78 


793 


gi21618688 


Mus rnusculus 


RIKEN cDNA 5830498C14 gene 


445 


52 


TOA 

/y4 


cnOO£1R£1 

giyyojooi 


iiomo sapiens 




1720 


00 

yy 


794 


gjl5488645 


Mus rnusculus 


methyltransferase Cytl9 


1555 


76 


794 


gil8150409 


Rattus 
norvegicus 


S-adenosyimethionine:arsenic (HI) 
methyltransferase 


1516 


76 


/yj 


mil QTTO/tl 


Homo sapiens 


aor i/rZi 1 1 cmmenc protein 


1057 
iyj / 


QS 


795 


©21619996 


Homo sapiens 


peter pan homolog (Drosophila) 


2080 


99 


/SO 


gll40UZ0Jl 


Homo sapiens 


peter pan (Drosophila) homolog 


9080 


oo 

yy 


796 


gj20330550 


Homo sapiens 


NIC inhibitory receptor precursor 


799 


98 


796 


gi20380183 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


727 


92 


796 


gi20381405 


Homo sapiens 


similar to LMKrij leuKocyte 
immunoglobulin-like receptor; CMRF35 
antigen 




^T 


797 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


799 


98 


HAT 

797 


guuioUloi 


Homo sapiens 


similar to lmktjj leuKocyte 
immunoglobulin-like receptor 


707 


oo 
yz 


797 


gi20381405 


Homo sapiens 


similar to CMRF35 leukocyte 

immimoplohnlin-lilce recentor* CMT?P^S 

antigen 


423 


57 


798 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


1469 


94 


798 


gi20380183 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


690 


84 


798 


gj20330544 


Mus rnusculus 


polymeric immunoglobulin receptor 3 
precursor 


416 


52 


799 


gil 8307481 


Homo sapiens 


phosphoinositide-binding proteins 


2122 


100 


799 


gi3930781 


Homo sapiens 


connector enhancer of KSR-like protein 
CNK1 


346 


34 
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CPA 

ID 


Hit ID 


Species 


Tlpcrrinfinn 


s 

score 


Percentage 
Identity 


^GO 


'A \ CI Q/Y7 


D off no 

norvegicus 


irtpmKmnf^-aQcn^ifltf^H ouanvlate kin £1. Ye- 
meni L»lt*"»' aooUvliUvU 5 ijimw auibiw 

interacting protein 2 Maguin-2 


455 


37 


800 


gi 1592998c 


Homo sapiens 


oimnar 10 1 Lsizy proiem precuiMJi 


417 


89 


800 


gi 11493982 ! 


Homo sapiens 


■ 1 -■ XJIOO nrntoin nnvitrcAf 

iLfizy proicm prei^iiiMJi 


274 


72 


800 


gi20 147034 ! 


Mus musculus 


tnierieron snmuiaiea gene ix 


235 


68 


801 | 


gil5929988 


Homo sapiens 


Similar to TLH29 protein precursor, 

ClOne iVJVJV^.Zl77l JUVl/YVXD.*rJ70U'T.J, 


445 


100 


801 


AAW54040 


Homo sapiens 


Human interferon-inducible protein, 
HIFI. 


432 


97 


801 


gl 11493982 


Homo sapiens 


1 ljjx7 protein precursor ^ i Lnx^ 
mRNA, complete cds. 


303 


70 


802 


gil2082725 


Mus musculus 


B cell phosphoinositide 3-Mnase adaptor 


3561 


84 


802 


gil2082723 


Gallus gallus 


B cell phosphoinositide 3-Mnase adaptor 


2840 


69 


802 


gi20987486 


Homo sapiens 


similar to B cell phosphoinositide 3- 
kinase adaptor 


ir**o 


Q7 

7 / 


803 


gi7959809 


Homo sapiens 


t>t> f~\ 1 AOO 

PRO1082 


^4S 


100 I 


803 


gi7767407 


Avian 
infectious 
bronchitis virus 


5a protein 


Ol 




803 


gil5073792 


Sinorhizobium 
meliloti 


PUTATIVE FOSMIDOMYC3N 

' nDCTCT A XTr«D A XT' 1 1 1 L> TATTP 

RESISTANCE AN llDlUllO 
RESISTANCE TRANSMEMBRANE 
rKUl lilN 


71 


38 


804 


♦ -t roo/104^ 

gi 15384843 


Homo sapiens 


N l o-A receptor 


1700 


100 


804 


gil5384o41 


Homo sapiens 


activating NK receptor 


1687 


99 


804 


gj9887089 


Mus musculus 


lymphocyte antigen 108 isoform 1 




44 


805 


gi 17979255 


Arabidopsis 
tfaaliana 


AT^/ryio^^A/v^wri i in 


211 


72 


805 


gnU177oZl 


Arabidopsis 

UJiuIailii 


pnyioene ocnyurogciiodo-iitLo 


195 


75 


HUD 




IVlCaUilll^UUIUIll 


nhvtopnp HphvHropenase 


182 


62 


OUO 


cril 4770^64 

gl 1 HA / UJlTt 


K4l1C fYlllCPlllllQ 

iVLUO UlUdl/UIUo 


Epigen protein 


386 


71 


oV/D 


c H7SS4fiR 

/ JJtUO 


^£f*nnnn<i 1aevi*i 


transmembrane protein 


120 


36 


ovo 


gi / / 77 i7i 


Miiq miiQMiliiQ 

1V1 Uj lllUOulUUD 


torn ore pul in- 1 


125 


52 


R07 
ou/ 


oil 4770364 


Mn*; miior*ii1n<? 

1Y1UO IIIIUVIUUO 


Enipen nrotein 


386 


71 


R07 




Wnonn*: laftvi«? 

/VvllvUUo Lav V lo 


transmembrane protein 


120 


36 


R07 
ou/ 


oi77QQ1Q1 
gi / / 77 i^i 


K/fiiQ mtioptiliiQ 

1YA.ULO 1X1 UOVUiUO 


tomoreffulin- 1 


125 


52 


ROR 
OUo 


oil 4770364 


Miiq miiQnilii*: 

1V1UO UllUvUlUa 


Eoicen nrotein 


386 


71 


ROR 
oUo 


gl / JJ*tOO 


Yf»nrmii<; Iupviq 


transmembrane protein 


120 


36 


ROR 


/ / 77 171 


lvfu<; musculus 


tomoregulin- 1 


125 


52 


OAQ 
OU7 




K/fn<; miicrnliiQ 
lyxuo njtio^uiua 


punc 


201 


41 


809 


gi22003417 


Daniorerio 


neogenin 


193 


40 


809 


gil 881477 


Mus musculus 


neogenin protein 


167 


33 


810 


gil5072404 


Raja erinacea 


organic solute transporter beta 


92 


41 


810 


gil43486 


Bacillus subtOis 


levansucrase 


59 


37 


810 


gi 143484 


Bacillus subtilis 


levansucrase (sacB) 


58 


35 


811 


gil 8650588 


Homo sapiens 


retinoic acid early transcript 1 


1124 


99 


811 


gil3128925 


Homo sapiens 


ULBP2 protein 


1070 


94 


811 


gi21961213 


Homo sapiens 


UL16 binding protein 2 


1070 


94 


812 


gi9280405 


Homo sapiens 


adlican 


1372 


46 


812 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


475 


29 
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SEQ 
ID 


Hit ED 


Species 


Description 


o 
o 

score 


Percentage 
luenuiy 


812 


gl 14575679 


Homo sapiens 


— : : 

hemicentin 




Zo 


Ol A 

814 


gl9280405 


Homo sapiens 


adlican 


AH DO 


dd 


814 


gil4575679 


Homo sapiens 


hemicentin 


688 


25 


814 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


JOO 


zo 


OK 

815 


gl21ol9635 


Homo sapiens 


— 1 — m — ' — n rr- — r. — — 

similar to Alu subfamily SQ sequence 

contamination warning entry 


OTA 
Z/U 


w 


815 


gi 66508 10 


Homo sapiens 




Z04 


£.1 
OD 


815 


gi3002527 


Homo sapiens 


neuronal thread protein axj /c-ini r 


2AI 


oz 


816 


gi6707435 


Homo sapiens 


apolipoprotein A5 


1864 


100 


816 


gi 12240284 


Mus museums 


apolipoprotein A5 


1 1 1 A 


rz 


816 


gi6707431 


Rattus 
norvegicus 


apolipoprotein A5 


1293 


72 


817 


gi6707435 


Homo sapiens 


apolipoprotein A5 


1864 


1 AA 

100 


817 


gj 12240284 


Mus musculus 


apolipoprotein A5 


1 1 1 A 

1310 


72 


817 


gi6707431 


Rattus 
norvegicus 


apolipoprotein A5 


1293 


72 


818 


gi!2751065 


Homo sapiens 


PNAS-25 


360 


81 


818 


gil208732 


Drosophila 
melanogaster 


ovary2 


276 


33 


818 


gi21428518 


Drosophila 
melanogaster 


LD33046p 


275 


33 


819 


gi5771420 


Homo sapiens 


group IID secretory phospholipase A2 


852 


100 


819 


gi6453793 


Homo sapiens 


phospholipase A2 


846 


99 


819 


gi 10862736 


Homo sapiens 


dJ1690233 (phospholipase A2 group 
IID) 


846 


99 


820 


gi6015448 


Hylobates lar 


dopamine receptor D4 


79 


35 


820 


gi5059331 


Human 

papillomavirus 
type 83 


major capsid protein 


85 


29 


820 


gl 13278034 


Mus musculus 


Similar to selection, platelet (p-selectin) 
ligand 


Q1 
OD 


5c 

dd 


821 


gil2654883 


Homo sapiens 


rTS beta protein 


2112 


96 


821 


gill5042l 


Homo sapiens 


rTSbeta 


2112 


96 


821 


gil 1094019 


Homo sapiens 


RTS beta 


2106 


96 


822 


gi!2803167 


Homo sapiens 


nucleosome assembly protein I -like 1 


1728 


99 


822 


gil 89067 


Homo sapiens 


NAP 


1728 


99 


822 


gi220496 


Mus musculus 


nucleosome assembly protein- 1 


1718 


98 


823 


gil 3432042 


Homo sapiens 


integrin-1 inked kinase-associated 
serine/threonine phosphatase 2C 


2009 


99 


823 


gj2007249o 


Mus musculus 


Similar to protein phosphatase 2C 


lyzo 


r\A 

y4 


823 


gl3777604 


Rattus 
norvegicus 


protein phosphatase 2C 


iiw> 


c\A 


oZ4 


gl / / 000 JO 


Xenopus laevis 


Kieiin 


U\L 


DO 


OLrt 




A£nc miicr»i line 


- CjroiCLUC^ilUll ICpCiU-CUiiUllillllg plULClll 

CRIM1 




30 


824 


gil 1527817 


Homo sapiens 


CRIM1 protein 


178 


30 


825 


gi21 928259 


Homo sapiens 


seven transmembrane helix receptor 


1023 


100 


825 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


864 


84 


825 


gil8480744 


Mus musculus 


olfectory receptor MOR261-9 


858 


82 


826 


gi21928655 


Homo sapiens 


seven transmembrane helix receptor 


1458 


93 


826 


gil8480746 \ 


Mus musculus 


olfactory receptor MOR261-10 


1280 


79 


826 


gil8480744 


Mus musculus 


olfactory receptor MOR261-9 


1258 


78 


827 


gi6760369 


Mus musculus 


ODZ3 


364 


95 
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827 


gi4760780 


Mus musculus 


Ten-m3 


364 


95 


827 


gi5307761 


Danio rerio 


ten-m3 


310 


78 


828 


gi21205852 


Homo sapiens 


T-cell activation Rho GTPase activating 
protem; TA-GAP 


3756 


100 


828 


gi21205854 


Homo sapiens 


T-cell activation Rho GTPase activating 
protem splice variant 1; TA-GAP 


2850 


100 


828 


gil6265938 


Homo sapiens 


FKSG15 


2439 


98 


829 


gil0432396 


Homo sapiens 


dJ947L8.L5 (novel CUB domain protein) 


383 


62 


829 


gil4787176 


Mus musculus 


CSMD1 


373 


61 


829 


gil4787181 


Homo sapiens 


CUB and sushi multiple domains protein 
1 short form 


369 


60 


830 


gil0432396 


Homo sapiens 


dJ947L8.1.5 (novel CUB domain protein) 


383 


62 


830 


gil4787176 


Mus musculus 


CSMD1 


373 


61 


830 


gil4787181 


Homo sapiens 


CUB and sushi multiple domains protein 
1 short form 


369 


60 


831 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


525 


41 


831 


gi6472600 


Chara corallina 


unconventional myosin heavy chain 


511 


43 


831 


gi9453839 


Chara corallina 


myosin 


511 


43 


832 


gi8953751 


Arabidopsis 
thaliana 


myosin heavy chain MYA2 


646 


40 


832 


gi6472600 


Chara corallina 


unconventional myosin heavy chain 


646 


39 


832 


gi9453839 


Chara corallina 


myosin 


646 


39 


833 


gil7066528 


Canis familiaris 


immunoglobulin gamma heavy chain C 


42 


38 


833 


gi21 113238 


Xanthomonas 
campestris pv. 
campestns str. 
ATCC 33913 


IS1595 transposase 


50 


43 












833 


gil6413516 


Listeria innocua 


similar to B. subtilis Ylal protein 


56 


37 


834 


gi7248845 


Homo sapiens 


testican-1 


2429 


99 


834 


gi793845 


Homo sapiens 


testican 


2429 


99 


834 


gi21265163 


Homo sapiens 


sparc/osteonectin, cwcv and kazal-like 
domains proteoglycan (testican) 


2425 


99 


835 


gi 12804465 


Homo sapiens 


prostate cancer overexpressed gene 1 


1632 


59 


835 


gi3462515 


Homo sapiens 


PB39 


1632 


59 


835 


gil31H981 


Homo sapiens 


Similar to selectively expressed in 
embryonic epithelia protein- 1 


283 


34 


836 


gil2804465 


Homo sapiens 


prostate cancer overexpressed gene 1 


1637 


59 


836 


gi3462515 


Homo sapiens 


PB39 


1637 


59 


836 


gil3111981 


Homo sapiens 


Similar to selectively expressed in 
embryonic epithelia protein- 1 


283 


34 


837 


gi7689029 


Homo sapiens 


uncharacterized hypothalamus protein 
HBEX2 


664 


100 


837 


gil7391348 


Homo sapiens 


Similar to brain expressed, X-linked 1 


664 


100 


837 


gi9963771 


Homo sapiens 


ovarian granulosa cell 13.0 kDa protein 
hGR74 homolog 


CCA 

664 


100 


838 


gi4585574 


Rattus 
norvegicus 


Slitl 


287 


35 


838 


gil7380582 


Homo sapiens 


SL1T1 isoform B 


279 


35 


838 


gi4049587 


Homo sapiens 


Slit-2 protein 


297 


35 


839 


gil5488920 


Homo sapiens 


Similar to RDCEN cDNA 20101 07G23 
gene 


632 


100 


839 


gil9354289 


Mus musculus 


RDCEN cDNA 2010107G23 gene 


570 


92 


839 


gi2267416 


Hepatitis D 


hepatitis delta antigen 


76 


33 
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virus 








840 | 


gi21619776 


Homo sapiens 


Similar to RIKEN cDNA 260001 1E07 
gene 


2491 


100 


840 


gi20988071 




Mus musculus 


oimiiar to JviJviiiN cl/jna zouuui iisu t 
Eene 


091 


o\i 


840 


gil453l29l 




Mus musculus 


high mobility group protein isoform I 




*1A 


841 


gi2 1667649 


Drosophila 
melanogaster 


myosin oinoing suounii oi myosin 
phosphatase 


9^1 


29 


841 


gi21392168 


Drosophila 
melanogaster 


Kco^yop 


9^1 


29 


841 


gi3929221 


Homo sapiens 


TRFl-interacting ankyrin-related ADP- 

**il^s\c>o tv\1 A/m pra cp 

nouse poiyiiici ooc 


183 


32 


842 


gllz4UoZoo 


— — : 

Homo sapiens 


o»vfc1iiwrYrrkf*»iTi T _TA/ cnl \cf variant a 
dpoiipoprotem xj~x v a^uw; vcuioui a 


1742 


100 






Homo sapiens 


dpOiipoprvllCill V-rr 


1728 


99 


842 


gil2408285 


Homo sapiens 


apolipoprotein L-IV splice variant b 


1683 


98 


843 


gil2408286 


Homo sapiens 


apoiipoprorein Yj-i v spuce vandDi a 




99 


843 


gil3374351 


Homo sapiens 


apolipoprotein L4 


1723 


99 


843 


gi 12408285 


Homo sapiens 


apolipoprotein L-FV splice variant b 


10 to 


OR 


844 


gi21744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


2296 


100 


844 


gi7529598 


Homo sapiens 


dJ402N213 (novel protein with 
Immunoglobulin domains) 


1048 


i fin 


844 


gi7529599 


Homo sapiens 


dJ402N21.1 (novel protein) 


662 


100 


845 


gi21744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


5051 


100 


845 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


1548 


99 


845 


gi7529597 


Homo sapiens 


dJ402N2 1 .2 (novel protein with MAM 
domain) 


1474 


100 


846 


gi4007758 


Schizosaccharo 
myces pombe 


conserved protein; similar to S. cerevisiae 
YPR144C 


633 


34 


846 


gil066493 


Saccharomyces 
cerevisiae 


Weak similarity near C-terminus to RNA 
Polymerase beta subunit (Swiss Prot. 
accession number PI 1213) and CCAAT- 
binding transcription factor (PIR 
accession number A36368) 


482 


32 


846 


gil8086412 


Arabidopsis 
thaliana 


At2gl7250/T23AU1 


420 


44 


847 


gil4701768 


Homo sapiens 


Vam67Vps39-like protein 


3499 


96 


847 


gi 14280050 


Homo sapiens 


Vps3y/ vamo-iike protem 






847 


gil 8857927 


Mus musculus 


VPS39 long isoform 


3409 


93 


848 


gi38 11347 


Homo sapiens 


cytosolic phospholipase A2 beta 


19HO 


AA 


848 


gi4886978 


Homo sapiens 


cytosolic phospholipase A2 beta; 
cPLA2beta 




AA 


848 


gi 190004 


Homo sapiens 


phosphatidylcholine 2-acylhydrolase 


*;i9 

JlZ 


JJ 


849 


gi7291437 


Drosophila 
melanogaster 


CG4071-PA 


DID 


CI 

D 1 




gi 1 / 7*TVW I f 


Flrrvc nrVhi t a 

melanogaster 


RH31535D 


217 


42 


849 


gi216456l5 


Drosophila 
melanogaster 


CG4071-PB 


217 


42 


850 


gil316l409 


Mus musculus 


family 4 cytochrome P450 


444 


73 


850 


gi5263306 


Coptotermes 
acinaciformis 


family 4 cytochrome P450 


200 


41 


850 


gil3182964 


Mus musculus 


cytochrome P450 CYP4F13 


196 


38 


851 


gil3447749 


Homo sapiens 


fibroblast growth factor receptor 5 


2475 


98 


851 


gi 10944887 


Homo sapiens 


FGFR-like protein 


2475 


98 ! 
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lUCUUlj 


851 


gil3183618 


Homo sapiens 


FGF homologous factor receptor 


2421 


97 


852 


gi 13447749 


Homo sapiens 


fibroblast growtn factor receptor -> 


9701 


00 

yy 


852 


gil0944887 


Homo sapiens 


rKjr K-UKe protein 


97m 

■LIMY 


yy 


852 


gil3l836l8 


Homo sapiens 


FGF homologous factor receptor 


2647 


98 


853 


gil3l836l8 


Homo sapiens 


FGF homologous factor receptor 


583 


98 


853 


gil3447749 


Homo sapiens 


fibroblast growth factor receptor 5 


583 


AO 

98 


853 


gi!0944887 


Homo sapiens 


FGFR-like protein 


583 


ao 

98 


854 


gi643656 


Rattus 
norvegicus 


synaptotagmin VII 


2035 


95 


854 


gil2667446 


Rattus 
norvegicus 


synaptotagmin VIIs 


2035 


95 


854 


gi6l36786 


Mus musculus 


synaptotagmin VII 


ZUZO 


ac 


855 


gil2053709 


Homo sapiens 


a disintegrin-like and metalloprotease 
(reprolysin type) with thrombospondin 
type 1 motif, 12 


8842 


1 AA 
100 


855 


gi5923788 


Homo sapiens 


zinc metalloprotease ADAM Id / 


9AQO 
x4o!J 


JO 


855 


gil9l7H78 


Homo sapiens 


metalloprotease disintegrin 16 with 
thrombospondin type I motif 


1 COfi 


^o 


856 


gi 15929988 


Homo sapiens 


Similar to TLH29 protein precursor 


1 DD 


OO 


856 


gi7649139 


Homo sapiens 


pIFI27-like protein 


83 


44 


856 


gi 11493982 


Homo sapiens 


TLH29 protein precursor 


OJ 




857 


gil3542874 


Mus musculus 


Similar to CGI-67 protein 


1299 


74 


857 


gi21707079 


Homo sapiens 


similar to RIKEN cDNA 2210412D01 


1278 


75 


857 


gi4929603 


Homo sapiens 


CGI-67 protein 


1 AO*7 

1087 


01 
81 


858 


gil3542874 


Mus musculus 


Similar to CGI-67 protein 


1299 


74 


858 


gi21707079 


Homo sapiens 


similar to RIKEN cDNA 2210412D01 


1279 


73 


858 


gi4929603 


Homo sapiens 


CGI-67 protein 


1087 


81 


859 


gi21595166 


Mus musculus 


RIKEN cDNA 4933425F03 gene 


1823 


83 


859 


gil6359267 


Mus musculus 


Similar to RIKEN cDNA 4933425F03 
gene 


1822 


83 


859 


gi21619888 


Homo sapiens 


Similar to RIKEN cDNA 4933425F03 
gene 


1542 


98 


860 


gi21595166 


Mus musculus 


RIKEN cDNA 4933425F03 gene 


2278 


88 


860 


gi 16359267 


Mus musculus 


Similar to RIKEN cDNA 4933425F03 
gene 


2277 


88 


860 


gi21619888 


Homo sapiens 


Similar to RIKEN cDNA 4933425F03 
gene 


1958 


99 


861 


gi 11493463 


Homo sapiens 


PR02852 


"2A1 

301 


/3 


861 


gi 14 189960 


Homo sapiens 


PRO0764 


Ll\ 


OJ 


861 


gi21 104464 


Homo sapiens 


OK/SW-CL.41 


264 


70 


863 


gi21320872 


Mus musculus 


Cog8 


TIM 


OO 
00 


863 


gil7862986 


Drosophila 
melanogaster 


SD07339p 


795 


45 


863 


gi5922593 


Schizosaccharo 
myces pombe 


pi008 


230 


21 


864 


gi21618851 


Mus musculus 


RIKEN cDNA 2610510L01 gene 


882 


92 


864 


gi20977573 


Daniorerio 


Ul small nuclear ribonucleoprotein C 


75 


32 


864 


gil562574 


Mus musculus 


Ul snRNP-specific protein C 


75 


32 


865 


gil7862312 


Drosophila 
melanogaster 


LD21841p 


646 


41 


865 


gi22294210 


Thermosynecho 
coccus 

elongatus BP-1 


WD-40 repeat protein 


123 


27 


865 


gi886024 


Thermomonosp 


PkwA 


124 


25 
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oracurvata 








866 


■AAf An A j*" 

gi3878846 


Caenorhabditis 
elegans 


R05D7.3 


1 1 o 


1*7 


866 


gil685056 


Xenopus laevis 


Pax6 


87 


24 


866 


gi8132389 


Xenopus laevis 


paired domain transcription factor variant 
A 


01 


23 


867 


gil2406973 


Homo sapiens 


alanine-glyoxylate aminotransferase 2 


Z74U 


luu 


867 


gil944136 


Rattus 
norvegicus 


beta-alanine-pyruvate aminotransferase 


22j5 


0*1 
83 


867 


gi 1000448 


Rattus 
norvegicus 


Rat kidney AGT2 precursor 


ZZUo 


CI 

ol 


868 


©12406973 


Homo sapiens 


alanine-glyoxylate aminotransferase 2 


1 OTA 


yo 


868 


gil944136 


Rattus 
norvegicus 


beta-alanine-pyruvate aminotransferase 


1630 


86 


868 


gil000448 


Rattus 
norvegicus 


Rat kidney AGT2 precursor 


1583 


84 


869 


gi4165315 


Susscrofa 


kallikrein 


468 


42 


869 


gil90263 


Homo sapiens 


plasma prekallikrein 


467 


38 


869 


gi8809781 


Homo sapiens 


plasma kallikrein precursor 


467 


38 


870 


gil7985046 


Brucella 
melitensis 


GLYCOSYL TRANSFERASE 


137 


28 


870 


gi5478237 


Brucella 
melitensis 


Bme7 


137 


28 


870 


gi20906785 


Methanosarcina 
mazei Goel 


Transposase 


126 


25 


871 


gi45 65840 


Cnemidophorus 
tigris 


cytochrome b oxidase 


/O 


A 1 

41 


871 


gil5023030 


Clostridium 
acetobutylicum 


Uncharacterized membrane protein, 
ortholog YYAS B.subtilis 


12. 


A A 

44 


871 


gi7549241 


Barbatia tenera 


cytochrome oxidase subunit I 


1 1 




872 


gi8705222 


Homo sapiens 


EL-17B receptor 


1998 


100 


872 


gi9246433 


Homo sapiens 


IL-17 receptor homolog precursor 


1996 


99 


872 


gi9246429 


Mus muse ul us 


1L-17 receptor homolog precursor 


1504 


75 


873 


gil8676472 


Homo sapiens 


FLJ00133 protein 


6475 


100 


873 


gil8676498 


Homo sapiens 


FLJ00146 protein 


2352 


100 


873 


gil61467 


Strongylocentro 
tus purpuratus 


fibropellin la 


1246 


38 


874 


gi213198 


Petromyzon 
marinus 


fibrinogen alpha chain 


89 


39 


874 


gi!5292317 


Drosophila 
melanogaster 


LD46863p 


0*7 

87 


1A 

34 


874 


gi4877921 


Streptococcus 
pyogenes 


serum opacity factor precursor 


81 


33 


875 


gi 14249936 


Homo sapiens 


Similar to S-adenosylhomocysteine 
nyuroiasc-UKc i 


2582 


91 


875 


gil7390493 


Mus musculus 


S-adenosymomocysteine hydrolase-like 1 


2429 


92 


875 


gi2852125 


Homo sapiens 


S-adenosyl homocysteine hydrolase 
homolog 


2429 


92 


876 


gil4279990 


Homo sapiens 


ubiquitin UBF-fl 


458 


100 


876 


gi6706799 


Homo sapiens 


dJ447F3.2.1 (ubio^itin-conjugating 
enzyme E2 H10 (isoform 1)) 


214 


74 


876 


gil4043322 


Homo sapiens 


ubiquitin carrier protein E2-C 


214 


74 


877 


gi20086516 


Homo sapiens 


prominin-related protein 


4241 


99 


877 


gi20086520 


Mus musculus 


prominin-related protein 


3157 


73 
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877 


gil9909067 


Rattus 
norvegicus 


testosterone-regulated prominin-related 
protein 


2920 


69 


878 


gil3 159480 


Homo sapiens 


Translation may initiate at the Aid 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-45 


Z1U4 




878 


gi2l483846 


Sus scrofa 


fibrinogen-like protein 2 


406 


36 


878 


gi9229906 


Ciona 
intestinalis 


fihrinogen-like protein 


408 


36 


879 


gil3159480 


Homo sapiens 


Translation may initiate at the ATG 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-45 


2100 


99 


879 


giz 1483 846 


Sus scrota 


flbrinogen-like protein 2 


4Uo 


oo 


879 


gi9229906 


Ciona 
intestinalis 


fibrinogen-like protein 


4Uo 


DO \ 


880 


gil3159480 


Homo sapiens 


Translation may initiate at the Al Cj 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-43 


*>1 AA 


on 
yy 


880 


gi21483846 


aus scrota 


flbrinogen-like protein 2 


4U0 


30 


880 


gi9229906 


Ciona 
intestinalis 


fibrinogen-like protein 


408 


36 


881 


gil 1493483 


Homo sapiens 


PRO2550 


iZZ 


DO 


881 


gi7770139 


Homo sapiens 


PR01722 


318 


69 


881 


gil872200 


Homo sapiens 


alternatively spliced product using exon 
13A 


304 


72 


882 


gil0175777 


Bacillus 
halodurans 


protease specific for phage lambda ell 
repressor 


67 


J4 


ooo 
ooz 


gll555oyui 


Xenopus laevis 


loo 


04 


ii 


eoz 


giziyyooi!) 


Rattus 
norvegicus 


monocarboxylate transporter 8 


0/ 




QQ1 


• -i OATH/CO 


Homo sapiens 


. — 

cystine/glutamate transporter 


ZjjZ 


inn 




rri 1 1 ZtQ^^^O 
gl 1 lH^OOJZ 


Homo sapiens 


caicium cnannei oiocKer resistance 




i rvn 


883 


gi 13924720 


Homo sapiens 


cystine/glutamate transporter xCT 


2552 


100 ' 


5B*f 


gl3l//ZU 


Homo sapiens 


serine Kinase 


1707 


07 


OW 


gll*fZjZyoo 


noiDO sapiens 


disxixia protein Kinase 


1707 


07 


oo*f 




WT/vrin pom an n 

noinu Sapiens 


1 1 1 ^m'np Kmnop"! fiQnfnrm 11 
ujH^nii.i.x ^ocrmc iviiidocy ^louiunn ij 


1706 


OR ! 


885 


gi9837288 


Homo sapiens 


C-type lectin 


271 j 


54 


ooD 


glOOMUOJ 


Homo sapiens 


lectin-UKe injv ceu receptor jll»i i 


771 
Z/ 1 




885 


gil8044358 


Homo sapiens 


Similar to lectin-like NK cell receptor 


270 


57 


886 


gi22164066 


Homo sapiens 


neuroblastoraa-amplified protein 


7571 


99 


886 


gi5833317 


Oryzias latipes 


mixed lineage leukemia-like protein 


on 


zJ 


886 


gi7108717 


Nicotiana 
tabacum 


MAR-binding protein MFP1 homolog 


89 


31 


887 


gi22 164066 


Homo sapiens 


neuroblastoma-amplified protein 


ooy/ 


no 


887 


gi5833317 


Oryzias latipes 


mixed lineage leukemia-like protein 


89 


23 


500 


gi i /4ouio / 


Ralstonia 
solanacearum 


ii I r\J I riii I ll^AJL. 1KAJN jiVIjIIVLdKAINiI 

PROTEIN 


4jj 


/in 


888 


gil3421965 


Caulobacter 

crescentus 

CB15 


M20/M25/M40 family peptidase 


377 


38 


888 


gi2330791 


Schizosaccharo 
myces pombe 


carboxypeptidase s precursor 


352 


33 


889 


gil 1558029 


Homo sapiens 


organic cation transporter 


1860 


99 


889 


gil8088251 


Homo sapiens 


Similar to hBOLT for potent brain type 
organic ion transporter 


1206 


97 j 
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c 


rerceniage 


889 


gi9663117 


Homo sapiens 


organic cation transporter 


1852 


99 


890 


gi344112 


synthetic 
construct 


chloramphenicol acetyltransferase and 
carboxy terminal fusion protem 


J / 


Zo 


890 


gi4 12284 


synthetic 
construct 


carboxy terminal fusion protein 


^7 
j i 


zo 


890 


gi 13 122523 


Barbus 

brachycephalus 


Air syntnase o 




9R 
zo 


891 


gi!3375149 


Homo sapiens 


dJl 1 1 8M15.2 (Novel protein) 


538 


98 


891 


gj7259265 


Mus musculus 


contains transmembrane (TM) region 




AO 

*fo 


891 


gi 1806278 


Rattus 
norvegicus 


glycoprotein 56 




1^ 


892 


gllo5o9UU3 


Homo sapiens 


— ■ : ——. 

bromodomain-containing 4 


V>JJJ 


on 
yy 


892 


gj993148o 


Mus musculus 


cen promeranon reiaiea protein wvr 




OA 

y\j 


892 


gil8308125 


Mus musculus 


bromodomain-ccmtaining protein BRD4 
long variant j 


5633 


90 


893 1 


gil5420828 


Homo sapiens 


NOE3-1 i 


2504 


99 


893 


gi 19386926 


Rattus 
norvegicus 


optimedin form B 


*)AQA 

Z4o4 


OQ 

yo 


893 


gi 19386930 


Mus musculus 


optimedin form B 


2484 


98 


894 


gi 10336599 


Xenopus lac vis 


foUistatin-related protein 


Z34 


JZ 


894 


gi349006 


Mus musculus 


TGF-beta-inducible protem 


IOC 

225 


29 


894 


gi20810033 


Mus musculus 


follistatin-like 


223 


29 


895 


gj5002565 


Takifugu 
rubripes 


cysteine conjugate beta-lyase 


1244 


55 


895 


gi758591 


Homo sapiens 


glutamine-phenylpyruvate 
aminotransferase 


1201 


51 


895 


gi 15425868 


Aedes aegypti 


kynurenine aminotransferase 


1188 


55 


896 


gi20522012 


Homo sapiens 


similar to an actin bundling protein, 
dematn. 


1 1 1 *> 

1512 


C7 

D/ 


896 


gi2337952 


Homo sapiens 


actin-binding double-zinc-finger protein ' 


1010 

1312 


57 


896 


gi21666433 


Mus musculus 


actin-binding LIM protein 1 medium 
isoform 


1305 


57 


898 


gi6716518 


Mus musculus 


doublecortin-like kinase 


821 


52 


898 


gi21619202 


Homo sapiens 


Similar to doublecortin and CaM kinase- 
like 1 


810 


51 


898 


gi20152113 


Drosophila 
melanogaster 


RE56868p 


778 


45 


899 


gi9280108 


Macaca 
fascicularis 


membrane-associated prostaglandin E 
synthase-2 


1907 


97 


899 


gi9757960 


Arabidopsis 
thaliana 


contains similarity to glutathione-S- 

transferase/glutaredoxin~gene_id:MJC20. 

26 


396 


50 


899 


gi 17944528 


Drosophila 
melanogaster 


RH17614p 


566 


42 


900 


gi4894854 


Homo sapiens 


complement Clq A chain precursor 


1 O AO 

1308 


on 


yuu 


gizl/i/ooolD 


Homo sapiens 


complement comptmem i , q 
subcomponent, alpha polypeptide 




99 


900 


gil2805247 


Mus musculus 


complement component 1, q 
subcomponent, alpha polypeptide 


945 


70 


901 


gil0176989 


Arabidopsis 
thaliana 


contains similarity to hedgehog- 
interacting protein-geneid : MYH 1 9. 1 7 


86 


34 


901 


gi456384 


Blastocrithidia 
culicis 


apocytochrome B 


41 


50 


902 


gi2565046 


Homo sapiens 


CAGF28 


3775 


97 


902 


gi21707458 


Homo sapiens 


PAX transcription activation domain 


2709 


87 
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HitoraMitin tw A^om 1 tilro 

inicrai*iiiig piuicin A LLKc 






902 


gi4336734 


Mus musculus 


Pax transcription activation domain 
interacting protein PTTP 


2473 


80 


903 


gi4336734 


i 

Mus musculus 


Pax transcription activation domain 
lnxcxavTang proicm r iir 


5^1 


91 


903 


gil4164561 


Xenopus laevis 


Swift 


467 


79 


903 


gi 12382298 


Human 
herpesvirus 8 


f\rfV 1 (\ 

UTTJvlU 




34 


904 


gi 19353375 


Mus musculus 


DTKTTNJ /*T»J A 111 WX 1 T A 9 optip 
1\JJ\JJ1N CJJINA 1 1 IwjUUZ gene 


745 


78 


904 


gil5929776 


Homo sapiens 


growth suppressor 1 


137 


41 


904 


gi5805194 


Rattus 
norvegicus 


leprecan 


1T7 


41 


905 


~r\ a A^l t?*\ 

gi2443352 


Mus musculus 


— i i 1 '• — ruu "' 

platelet glycoprotein lb beta 


1 JU 




905 


gi21355064 


Homo sapiens 


platelet glycoprotein lb beta chain 




41 


905 


©306792 


Homo sapiens 


platelet glycoprotein lb beta chain 
precursor 


146 


43 


906 


gil3991166 


Homo sapiens 


sialic acid-binding immunoglobulin-like 
lectin-like short splice variant 


117/1 


inn 


906 


gil3991167 


Homo sapiens 


sialic arid-binding immunoglobulin-like 
lectin-like long splice variant 


I 1 1A 

I I /<* 


1 AA 

1UU 


906 


gil4625822 


Homo sapiens 


Siglec-Ll 


1 1 / < t 


i fin 

1UU 


907 


gi21708018 


Mus musculus 


ntcmvi _,rvkT a T7AAAT A"C 1 A 

RLKislN cLlNA z/UOLlzyiilti gene 


ozo 


oo 


907 


gi7547035 


Homo sapiens 


SGC32445 protein 


474 


63 


907 


gi2 1626575 


Drosophila 
melanogaster 


CG30193-PA 


ASM 


JJ 


908 


©6273399 


Homo sapiens 


melanoma-associated antigen MG50 


1*7/1 Q 


AH 
OU 


908 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(TJ11052) 


Z/4o 


OU 


908 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


1*7*11 

1 /Zl 


AO 
*IZ 


909 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


0*7^9 
Z/4o 


/:a 
OU 


909 


C t\ A f\ At\ 

gj 1504040 


Homo sapiens 


similar to D.melanogaster 

KA^nvi/lncinn II 1 n*C*>"\ 

peroxioasin^u 1 lvdz) 


974R 


OU 


909 


gi531385 


rz 

Drosophila 

melanogaster 


peroxidasin precursor 




49 


m a 

910 




Homo sapiens 


meianoma-associdieu dnugen ivivjjv 


2799 


59 


910 


* 1 tZf\Af\Af\ 

gll504040 


Homo sapiens 


similar to D.melanogaster 

tv»rr«rir1ncinfT 111 05?^ 


97QQ 


59 




gL>J IJOJ 


L/rosopmia 

LuClallUgnalPl 


pCTOAJUnolll JJ1 tVUl oLH 


1708 


41 


911 


gil8182323 


Mus musculus 


crumbs-like protein 1 precursor 


777 


31 


Q1 1 


glOU l***toZ 


numo sapiens 




754 


30 


911 


gil8175289 


Homo sapiens 


CRB1 isoform I precursor 


754 


30 


912 


glOODUoUz 


Homo sapiens 


DDA1 QAQ 


205 


56 


912 




Homo <«ani ens 


OK/SW-CL.41 


188 


61 


912 


gil 1493463 


Homo sapiens 


PR02852 


175 


54 


913 


gi6808611 


Homo sapiens 


88-kDa Golgi protein 


3237 


99 


913 


gi6969980 


Homo sapiens 


golgjn 67 


2345 


98 


913 


gi7211438 


Homo sapiens 


golgin-67 


2330 


98 


914 


gi307377 


Homo sapiens 


cAMP-dependent protein kinase Rl-beta 
regulatory subunit 


1957 


99 ! 


914 


gi200365 


Mus musculus 


cAMP-dependent protein kinase 
regulatory subunit 


1886 


94 


914 


gil5030299 


Mus musculus 


Similar to protein kinase, cAMP 


1881 


94 
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dependent regulatory, type I beta 






915 


gi20306468 


Mus musculus 


Similar to RIKEN cDNA 2610025P08 
gene 


382 


41 


915 


gi7 161798 


Homo sapiens 


dJ470B24.1.1 (myeloid/lymphoid or 
mixed-lineage leukemia (trithorax 
(Drosophila) homolog); translocated to, 4 
(Ar-oj (jsoiorm i )) 


130 


32 


91D 


gi/lol /yv 


Homo sapiens 


0j4/0dZ4. l.z (myejoia/iympnoia or 
mixed-lineage leukemia (trithorax 
^j_/rt>sopmid j nomuiogj, uaiioiuvaicu iu, *t 


IjU 




916 


gil845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 


2633 


n 


Q1£ 

y 10 


guo^tjy i j 


xvius rouscuius 


izto^iipoxygcnase 




77 


916 


gil5489302 


Mus musculus 


Similar to arachidonate 15-lipoxygenase 


2631 


77 






Mus musculus 


Similar to arachidonate 1 5 -lipoxygenase 




78 
/5 


01 7 

yi / 


gl 15433 / / 


Mus musculus 


aracniaonaie iz^oj-upoxygenase 


7AR 


78 
/o 


917 


gil 101886 


Mus musculus 


arachidonate lipoxygenase 


748 


78 


(\ 1 O 

918 


gl 15489302 


Mus musculus 


Similar to arachidonate 15-lipoxygenase 


lZOO 


/J 


918 


gil845577 


Mus musculus 


arachidonate l2(S)-lipoxygenase 


1263 


75 


918 


gill01886 


Mus musculus 


arachidonate lipoxygenase 


1263 


75 


919 


gi 13661964 


Leishmania 
major 


L344.3 


108 


21 


919 


gil7135639 


Nostoc sp. PCC 
7120 


WD-repeat protein 


95 


21 


919 


, r 1111 fV> yl o 

gi 1 1 139242 


Homo sapiens 


meiotic recombination protein REC14 




Z3 


920 


gll 7862298 


Drosophila 
melanogaster 


LDzloozp 


oZ/ 


4Z 


920 


gi2425111 


Dictyostclium 
discoideum 


ZipA 


122 


28 


yZU 


glD4iy!>5 


Homo sapiens 


non-muscle myosin B 


1 1 c 
115 


7/1 

Z4 


yzl 


giolJZooJ 


Homo sapiens 


cytokine- like protein C17 


7/11 

Z4i 


04 


921 


gil2751073 


Homo sapiens 


PNAS-31 


74 


92 


921 


gi 1 1323101 


Saint Croix 
river virus 


VP4 


"7ft 

79 


32 


Q77 

yzz 


gioUZooJ I 


Homo sapiens 


P n : — „- _ 

cytokine-like protein C17 


7A1 
Z41 


04 


077 
yZZ 


m 1 77^ 1 ft71 

gllZOlU/J 


Homo sapiens 


DXI AQ 11 


HA 
/4 


07 

yz 


Q77 
yzz 


<»il11711ft1 l 
gl 1 1 JZj IK) l 


Saint Croix 
river virus 


VJr4 


70 

/y 


17 
JZ 


923 


gi8132683 


Homo sapiens 


cytokine-like protein C17 


384 


73 


923 


gil2751073 ! 


Homo sapiens 


PNAS-31 


74 


92 


G71 

yzj 


glZlOIOo 


Bacteri ophage 
SPP1 


promoter 3 protein 


DO 


17 


07/1 

yz4 


glo 1 jZOoj 


Homo sapiens 


cytokine-like protein C17 


7*1 
ZOj 


Q8 

yo 


924 


gil 143067 


Canis familiaris 


alpha-L-fucosidase 


69 


59 


924 


gi309444 


Mus musculus 


MRK 


58 


65 


o7< 
yzo 


glol JZ05.J 


Homo sapiens 


cytokine-like protein C17 


Dyi 


iftft 

1UU 


925 


gi3406819 


Mus musculus 


growth factor receptor 


64 


60 


925 


gil2724591 


Lactococcus 
lactis subsp. 
lactis 


UNKNOWN PROTEIN 


41 


37 


926 


gil7975777 


Homo sapiens 


vesicular inhibitory amino acid 
transporter 


2741 


99 


926 


gi 13396317 


Homo sapiens 


bA12201.1 (A novel protein (ortholog of 
the mouse vesicular inhibitory amino acid 
transporter, VIAAT)) 


2741 


99 
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gl23o/U0l 


KalLUS 

norvegicus 


vesicular GABA transporter 




08 
yo 


yLl 


mlAA'TOOC 

gi3uy /zo3 


Kanus 
norvegicus 


van 


o/u 


Dy 


927 


gl802014 


Rattus 
norvegicus 


preadipocyte factor 1 


oOj 


1G 
Dy 


927 


gil3365691 


Musmusculus 


dlk (Delta like) 


649 


39 


OOQ 

92o 


gloo24U /3 


Homo sapiens 


similar to hepatitis delta antigen 
interacting protein A ; similar to 
AAB05928.1 (PID:gl488314) 


L ID 1 


qi 


OOO 


gll4oo3 14 


Homo sapiens 


hepatitis delta antigen interacting protein 
A 




HD 


928 


gllo/oo3/4 


Drosophila 
melanogaster 


UMU32oZp 


Q.SQ 

33 y 


11 
Dl 


AOA 


m/imi rue 
gj433/luo 


Homo sapiens 


"D ATM 


QCA 
B04 


Oft 

yo 


929 


gl 14250638 


Homo sapiens 


bun liar to una segment, enr 1 /, numan 
JL>oo34ii 


o04 


Oft 


929 


gi3941733 


Mus musculus 


BAT4 


581 


7i 


930 


gl 97591 07 


Arabidopsis 
thai i an a 


phosphate/phosphoenolpyruvate 
translocator protein-like 


ion 
289 


30 


930 


gi21536504 


Arabidopsis 
thai i an a 


phosphate/phosphoenolpyruvate 
translocator-like protein 


245 


27 


930 


gl877oo43 


Arabidopsis 
thaliana 


F5Q 11.25 


Z33 


29 


931 


gl5852981 


Homo sapiens 


cardiotrophin-like cytokine CLC 


i on/1 
1ZU4 


oo 
99 


931 


gi6007641 


Homo sapiens 


neurotrophin-l/B-cell stimulating factor-3 


1204 


99 i 


931 


gl 15277895 


Homo sapiens 


Similar to cardiotrophin-like cytokine; 
neurotrophin-l/B-cell stimulating factor-3 


1204 


99 


932 


gl22UU3 /32 


Homo sapiens 


M1JLU 


833 


yy 


932 


gjl8490933 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10020B04 
gene 


846 


98 


OIO 


gj2U4339 /4 


— — 

Mus musculus 


Ml-Ml/1 


•71 ft 
/ 1 o 


o2 


933 


m'OOSQATC 

gl993oU /3 


Arabidopsis 
thaliana 


Putative methionine aminopeptidase 


H1G 

lily 


33 


Gil 

933 


©1 13209 jo 


Arabidopsis 
thaliana 


methionine aminopeptidase-Hke protein 


/39 


SI 
DD 


933 


gl2 13339/3 


Arabidopsis 
thaliana 


methionyl aminopeptidase-like protein 


/ 1 / 


so ! 
32 


c%ia 
934 


*wiA 1 A/f AjCI 

gl41U4903 


Rattus 
norvegicus 


neurexophilin 4 


14^3 


OA 

yu 


934 


gJ1330U13 


Mus musculus 


neurexophilin 2 


3Z/ 


03 


934 


gj4 1 U3 1 04 


Homo sapiens 


neurexophilin 2 


323 


fie 
03 


933 




Clostridium 
acetobutylicum 


Methyl-accepting chemotaxis protein 
with HAMP domain 


03 


3o 


0*3 S 
933 


gli IZJAyiO 


Trypanosoma 
brucei 


corset-associated protein 15 


Oj 


31 


935 


gil5025892 


Clostridium 
acetobutylicum 


Ribosome-associated protein Y (PSrp-1) 


48 


38 


936 


gil6197625 


Arabidopsis 
thaliana 


anaphase promoting complex subunit 1 1 


64 


32 


936 


gil0834682 


Homo sapiens 


PP3958 


74 


46 


937 


gil9387136 


Homo sapiens 


PYRIN-containing APAFl-like protein 5 


874 


99 


937 


gi202806 


Rattus 
norvegicus 


vasopressin receptor 


561 


68 


937 


gi21410402 


Mus musculus 


expressed sequence AI504961 


532 


67 
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938 


gill321325 


Homo sapiens 


Lin-7b 


1030 


100 


938 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog of mouse 
UN-7B; mammalian LIN-7 protein 2 


1030 


100 


938 


gi3885828 


Rattus 
norvegicus 


lin-7-A 


1019 


98 


939 


gil4349125 


Homo sapiens 


alpha2-ghicosyltransferase 


738 


96 


939 


gi3513451 


Rattus 
norvegicus 


potassium channel regulator 1 


718 


93 


939 


gi21711799 


Drosophila 
melanogaster 


RH44301p 


142 


32 


940 


gil2803183 


Homo sapiens 


polypyrimidine tract binding protein 
(heterogeneous nuclear ribonucleoprotein 


1527 


91 


940 


gi32354 


Homo sapiens 


nuclear ribonucleoprotein 


1527 


91 


940 


gi35772 


Homo sapiens 


polypirimidine tract binding protein 


1527 


91 


941 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3046 


99 


941 


gi 16040981 


Mus muse ul us 


POEM 


884 


51 


941 


gi 15430246 


Mus musculus 


nephronectin short isoform 


884 


51 


942 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3036 


98 


942 


gi 16040981 


Mus musculus 


POEM 


884 


51 


942 


gil5430246 


Mus musculus 


nephronectin short isoform 


884 


51 


943 


gil7980969 


Homo sapiens 


sel4-3r protein 


5146 


99 


943 


gill 385648 


Homo sapiens 


CTCL tumor antigen sel4-3 


3867 


99 


943 


gi7960216 


Homo sapiens 


RACK-like protein PRKCBP1 


3124 


99 


944 


gi 17980969 


Homo sapiens 


sel4-3r protein 


3140 


99 


944 


gil3677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2771 


100 


944 


gil3677198 


Homo sapiens 


dJ569M23.1.3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2638 


96 


945 


gi 17980969 


Homo sapiens 


sel4-3r protein 


3550 


84 


945 


gi 13677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2771 


100 


945 


gil3677198 


Homo sapiens 


(3J569M23.1.3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2638 


96 


946 


gi!7980969 


Homo sapiens 


sel4-3r protein 


3550 


84 


946 


gi!3677198 


Homo sapiens 


dJ569M23.1.3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2380 


90 


946 


gi 13677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2377 


90 


947 


gil4043211 


Homo sapiens 


Similar to RIKEN cDNA 4931428F04 
gene 


2410 


98 


947 


gi22204070 


Macaca mulatta 


metabotropic glutamate receptor 1 


91 


42 


947 


gil70454 


Lycopersicon 
esculentum 


cell wall hydroxyproline-rich 
glycoprotein 


70 


39 


948 


gil4972753 


Streptococcus 

pneumoniae 

TIGR4 


alcohol dehydrogenase, zinc-containing 


51 


33 


948 


gi20152351 


Avian 
infectious 
bronchitis virus 


spike glycoprotein SI subunit 


68 


34 


948 


gi9658106 


Vibrio cholerae 


polyhydroxyalkanoic acid synthase 


67 


26 


949 


gil9387136 


Homo sapiens 


PYRIN-containing APAFl-like protein 5 


1738 


99 | 


949 


gi202806 


Rattus 


vasopressin receptor 


1037 


64 
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norvegicus ! 








949 


gi2l410402 


Mus musculus 


expressed sequence AI504961 


988 


63 


950 


gi3978472 


Rattus 

norvegicus i 


potassium channel subunit 


5393 


88 


950 


©20338417 


Gallus gallus 


potassium channel subunit 


4792 


88 


950 


gi7303760 


Drosophila 
melanogaster 


CG12904-PA 


981 


62 


951 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


3535 


99 


951 


gi21908028 


Homo sapiens 


a disintegrin and metalloprotease domain 
33 


3535 


99 


951 


gil3157560 


Homo sapiens 


dJ964F7. 1 (novel disintegrin and 
reprolysin metalloproteinase family 
protein) 


3078 


99 


952 


gi 18606367 


Mus musculus 


RIKEN cDNA 4930570C03 gene 


715 


92 ! 


952 


gi9971130 


Schizosaccharo 
myces pombe 


human downs syndrome critical region- 
like 


72 


31 | 


952 


gi5708224 


Rhodoblastus 
acidophilus 


LH2alpha5 


60 


31 


953 


gi 15420879 


Mus musculus 


ankyrin repeat-containing SOCS box 
protein 10 


2053 


82 


953 


gil8092200 


Homo sapiens 


ASB-10 


1909 


98 


953 


gil8031949 


Mus musculus 


SOCS box protein ASB-18 


816 


45 


954 


gi491284 


synthetic 
construct 


IFN-pseudo-omega 2 


799 


98 


954 


gi386800 


Homo sapiens 


interferon-alpha 


330 


72 


954 


gi490110 


Homo sapiens 


interferon-omega 1 


330 


72 


955 


gi9844580 


Homo sapiens 


dJ1153D9.4 (novel protein) 


623 


84 


955 


gi9844579 


Homo sapiens 


dJ1153D9.3 (novel protein) 


450 


97 


955 


gil5928971 


Homo sapiens 


Similar to neuronal thread protein 


430 


90 


956 


gil2804321 


Homo sapiens 


peroxisomal short-chain alcohol 
dehydrogenase 


685 


100 


956 


gil9113668 


Homo sapiens 


NADP-dependent retinol dehydrogenase 
short isoform 


878 


100 


956 


gil 1559412 


Homo sapiens 


NADPH-dependent retinol 
dehydrogenase/reductase 


587 


100 


957 


gil2718818 


Mus musculus 


sulfhydryl oxidase 


496 


**y 


957 


gil2718820 


Rattus 
norvegicus 


sulfhydryl oxidase 


489 


4/ 


957 


gi 124839 19 


Rattus 
norvegicus 


FAl>aepenaent sultnyaryl oxidase-z 
— — — - — 


/too 


ATI 

4/ 


958 


gi lzsosoou 


Homo sapiens 


acid phosphatase 




inn 






Homo sapiens 


acid phosphatase variant 3 


IZoJ 


yy 


958 


gl5ZB/l 


Mus musculus 


lysosomal acid phosphatase 


OJ / 




ncn 
yjy 


gtiayoo 


Homo sapiens 


alpha 1 -antitrypsin 


MCYX 


inn 


yjy 


glUOJJvv 1 




PRQ0684 


1703 


100 


959 


gil 1493443 


Homo sapiens 


PRO2209 


1703 


100 


960 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


1080 


100 


960 


gil 1493443 


Homo sapiens 


PRO2209 


1080 


100 


960 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1080 


100 


961 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


1239 


100 


961 


gil 1493443 


Homo sapiens 


PRO2209 


1239 


100 


961 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1239 


100 


962 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


1574 


93 


962 


gil 1493443 


Homo sapiens 


PRO2209 


1574 


93 
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962 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1574 


93 


963 


gi6706993 


Streptomyces 

coelicolor 

A3(2) 


methyltransferase 


83 


26 


963 


gi7303904 


Drosophila 
melanogaster 


CG13954-PA 


85 


53 


964 


gi2632092 


Pongo 
pygraaeus 


fertilin alpha protein 


4128 


92 


964 


gi794073 


Macaca 
fascicularis 


fertilin alpha-I 


3136 


74 


964 


■ inn niM 

gil841702 


Macaca 
rasciculans 


fertilin alpha-I isoform 


3136 


74 


965 


gi4 107229 


Homo sapiens 


lipophilin A 


454 


100 


965 


gi410723l 


Homo sapiens 


lipophilin B 


267 


60 


965 


gi 17887359 


Oryctolagus 
cuniculus 


lipophilin AL2 


248 


54 


966 


gi3335100 


Homo sapiens 


CD39L3 


2816 


100 


966 


gii3817037 


Homo sapiens 


E-type ATPase 


2812 


99 


966 


gi20988653 


Homo sapiens 


Similar to ectonucleoside triphosphate 
diphosphohydrolase 3 


2413 


99 


967 


gi6942096 


Mus musculus 


CBLN3 


936 


93 


967 


gil80251 


Homo sapiens 


precerebellin 


549 


57 


967 


gi5702371 


Mus musculus 


precerebellin-1 


542 


56 


968 


gil7390957 


Mus musculus 


Similar to RIKEN cDNA 2010001E1 1 
gene 


129 


32 


968 


gil6410838 


Listeria 

monocytogenes 


similar to multi drug-efflux transporter 


95 


27 


968 


gi4914624 


Listeria 

monocytogenes 


multidrug resistance transporter 


95 


27 


969 


gil7390957 


Mus musculus 


Similar to RIKEN cDNA 2010001E1 1 
gene 


191 


26 


969 


gi2828808 


Bacillus subtilis 


glucose transporter 


100 


23 


969 


gi 14023 148 


Mesorhizobium 
loti 


probable fosmidomycin resistance protein 


112 


25 


970 


gil3161123 


Homo sapiens 


transcript Y 10 


151 


54 


970 


gi4545317 


Acipenser 
rutbenus 


immunoglobulin light chain precursor 


160 


25 


970 


gi9937599 


Salmo trutta 


MHC class I heavy chain 


160 


31 


971 


gi4160197 


Homo sapiens 


dJ327J16.2 (supported by GENSCAN 
and GENEW1SE) 


2515 


99 


0*71 

y/i 


gizzj3zo3 


Rattus 
norvegicus 


neuronal pentraxin receptor 


2238 


89 


971 


gi 12744624 


Mus musculus 


neuronal pentraxin receptor 


2212 


88 


972 


gi4760782 


Mus musculus 


Ten-m4 


4188 


96 


972 


gi3170615 


Mus musculus 


DOC4 


4166 


96 


y /z 


g)j3U/ /oO 


Dan 10 reno 


ten-m4 


333/ 


/o 


973 


gil4714932 


Homo sapiens 


Similar to nuclear factor (erythroid- 
derived 2)-like 1 


3770 


100 


973 


gi473090 


Mus musculus 


NFE2-related factor 1 


3644 


96 1 


973 


gi3978250 


Mus musculus 


Nrfl splice variant D 


3280 


96 1 


974 


gi7716100 


Rattus 
norvegicus 


selective LEVI binding factor 


8413 


95 


974 


gii7044301 


Leishmania 
major 


possible LIM-binding factor 


2139 


36 


974 


©10440379 


Homo sapiens 


FLJ00025 protein 


135 


25 
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075 


gizu/yyooi 


IVlUb IXlUolsUlUo 


II 1 Ul/UI IJJlli «fc 


1593 


72 


975 


gi20987535 


Mus musculus 


RIKEN cDNA 3300002C04 gene 


1590 


71 


Q7C 

y /3 


m 1 OA777CA 

giiyu/z /do 


Mus musculus 


mucoi ipin-j 


1 l DO 




976 


gi20799661 


Mus musculus 


mucolipin-2 


2394 


83 


976 


gi20987535 


Mus musculus 


RIKiiN CDNA 5iwu\)ZLAM gene 


zjyi 


oZ 


976 


gi 19072754 


Homo sapiens 


mucolipin-3 


1 Art a 

10/4 


CA 

3y 


977 


gi403020 


Mus musculus 


En-2/lacZ fusion protein 


988 


96 


977 


gi 14 193747 


Mus musculus 


zmc finger 142 


ICO 


O/l 

Z4 


977 


gil5 10147 


Homo sapiens 


similar to Human zinc ringer 
pr otein(zJN r 1 4Z ) 


223 


20 


978 


gil0581238 


Halobacterium 

sp. JNKC-1 


Vngl783n 


34 


Ati 
40 


mo 


guyt>yyzy4 


Arabidopsis 
thaliana 


A 1 3g4o / 3U/ J Z 1 J 1 0_ZU 


ID 


3U 


979 


gi7959724 


Homo sapiens 


rKuuyzy 


03 


3U 


979 


gi 13540242 


Anopheles 
stephensi 


NADH dehydrogenase subunit 3 


OZ 


31 


979 


gi20904847 


Methanosarcina 
mazei Goel 


8-oxoguanine DNA glycosyiase 
. 


64 


40 


yeO 


gi328l3ly 


Homo sapiens 


HTRA senne protease 


0 1 A/1 

ZI04 


1 AA 


980 


gil513059 


Homo sapiens 


serin protease with IGF-binding motif 


2164 


100 


980 


gil621244 


Homo sapiens 


novel senne protease, PRSS1 1 


2164 


100 


981 


gi7008025 


Callithrix 
jacchus 


prochymosin 


832 


68 


981 


gil9851892 


Bos taurus 


chymosin precursor 


515 


77 


981 


gil62860 


Bostaurus 


preprochymosin b 


752 


62 


982 


gil846l371 


Rattus 
norvegicus 


sulfetaseFP 


276 


68 


982 


gi21 961489 


Mus musculus 


Similar to sulfatase FP 


276 


08 1 


982 


gi 15430244 


Coturnix 
cotumix 


N-acerylglucosamine-6-sulfatase 


263 


Do 


983 


gi3043872 


Lactococcus 
lactis 


transmembrane protein Tmp3 


69 


32 


983 


gt 17428881 


Ralstonia 
solanacearum 


PAXICDD\/Dr\ i T\m/~\ r T r J m r rrr' a t 

CUNkcKVcD HYrUl rlbllUAL 

D D ATC TXT 


AO 

OZ 


34 


983 


gl433 /U / 


Zea mays 


prolin rich protein 


A7 
03 


/IS 
45 


AO it 

984 


gioO 13463 


Bothrops 
jararaca 


carboxypepti dase homolog 


QOA 
OZO 


/iA 


984 


gi9558448 


Mus musculus 


carboxypeptidase R 


812 


45 


AOvl 


nil A 1 AAAT 

gi/4ioyo/ 


Mus musculus 


thrombin-acti vatable fibrinolysis inhibitor 


OlZ 


43 


OQC 
7W 


m£A1 ^/1A1 

glOU 13403 


Bothrops 
jararaca 


carboxypeptidase homolog 


ROA 
OZO 


AA 


08C 

yo3 


giy3354*H5 


Mus musculus 


carooxypepuoasc ix 


R 1? 

0 1Z> 




Oft*. 


gi /**ioyo/ 


jviUo rnuscuiub 


m^Amhin o/*fiv/atnKio finnriAiv/ctp innir\itAP 

inr oiriDin-acuvduioie iiunnuiyMo liuiiDiiur 


R 19 




986 


gi 11545707 


Homo sapiens 


ISCU2 


845 


100 


986 


gi20381021 


Mus musculus 


RIKEN cDNA 2310020H20 gene 


807 


96 


986 


gil 1545705 


Homo sapiens 


ISCU1 


663 


99 


987 


gil2314022 


Homo sapiens 


dJ553F4.4 (Novel protein similar to 
Drosophila CG8055 protein) 


881 


89 


987 


gi22417143 


Homo sapiens 


CGI-301 protein 


853 


100 


987 


gil3182765 


Homo sapiens 


CDA04 


560 


60 ! 


988 


gi52959 


Mus musculus 


precursor polypeptide (AA -26 to 108) 


146 


34 


988 


gil98922 


Mus musculus 


lymphocyte differentiation antigen 


145 


34 


988 


gi!98926 


Mus musculus 


Ly-6A.2 alloantigen 


145 


34 
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Oj/ CUC3 


mJ Co LX ip UUU 


c 

score 


x ci ceil togc 
iflpiiHiv 


990 


ml 5000480 


Homo saniens 

L lull 1U OupivlJtf 


Similar tA AP.-HinHint7 nrAfpin 9 


1570 


100 


990 


m41 (VwlM 


Mn<s miivulim 

lYilw UlUOvUlUJ 


Ap_1 hinrlintr rrrAfrpin APRP9 

AJi"l UiiltUUg pilAClU AEDlA 


1555 


08 


990 


gi21595036 


Mus musculus 


AE binding protein 2 


1555 


98 


0Q1 
yy l 


oi 910fV* 
gizjyuj 


Hatt»a coimitic 
nuniu bapiciia 


ojKjja protein Kinase 


9R07 


00 

yy 


991 


gi204058 


Rattus 
norvegicus 


extracellular signal-related kinase 3 


1499 


62 


001 




nomo Sapiens 




1409 


fin 
oz 


009 
yyz 


<yi17A1£0£7 

gii /uioyo/ 


nomo Sapiens 




"XA(YX 


on 


009 


<n'17Sfi1 1R4 
gll /ODljof 


nomo Sapiens 


nesprin-2 gamma 


jHVj 


on 
yu 


yyL 


glZl /*fo3'HS 


Homo Sapiens 


fljkjVdh i protein 


->4UJ 


OA 

yu 




€n*9nn7n7i 1 

glZUU /U / 1 1 


nomo Sapiens 


similar 10 kjusjjin cjjjna z.j i uvfti^zo 


007 

yy 1 


i nn 

1UU 




«i 1 R9 A47^/\ 


Mus musculus 


<Jir«i1oT- f/A D1VCKI 0 rvXT A 711 AA44TY5A 

oimuar 10 KJivtijN cuina z j i uu*f*tuzu 
gene 


ozo 


00 


QQT 

yyj 


*ri7^04l30 


T^T AC AAAll £1 

mplun Atructpr 
lii&iaiiugao ici 


PO191S0-PA 


1 1 1 

111 


9R 
zo 


994 


ffi 14278097 


A4iiq TniiopiiliiQ 

IT 1 UJ lUUovUIUD 


olinPAlin 
giiai^uiin 


866 


68 


004 


<riinSn7vl71 


miic/*iiliic 

ivxuo mubuuiua 


VJIldLUllil 


oOO 


Do 


994 


gi3747099 


Mus musculus 


Clq-related factor 


734 


67 


oo^ 

SCO 


m9A0R7£RQ 


Homo Sapiens 


Similar to allantoicase 


1 C1Q 


00 
yy 


995 


gi 1471 8648 


Homo sapiens 


allantoicase 


1633 


99 


QAC 




Mus musculus 


allantoicase 


14 /o 


77 


997 


gi2522208 


Homo sapiens 


Ras-GRP2 


6407 


99 


yy 1 


gijoozzyo 


Homo sapiens 


Ras guanine nucleotide exchange factor 2 


zr>i ai 
6401 


AA 

99 


AA~7 

yy/ 


glJ /ODD 


f> - li ■-„ii, . _ 

Rattus rattus 


r 140 KAi>-(jRr 


4121 


65 


998 


gL22038159 


Homo sapiens 


ziziminl 


8544 


100 


AAO 

998 


gl 14597976 


Homo sapiens 


human CLASP-4 


3533 


56 


998 


gi550420 


Rattus 
norvegicus 


trg 


2842 


87 


999 


* f 170/ri or n 

gil786!850 


Drosophila 
melanogaster 


GM03763p 


334 


70 


999 


gll 7862036 


Drosophila 
melanogaster 


LD05823p 


265 


47 


999 


*i Ann y*/* ^ 

gil0l78624 


Mus musculus 


SETA binding protein 1; SB I 


215 


45 


1000 


gi2l594273 


Homo sapiens 


SAC2 suppressor of actin mutations 2- 
like (yeast) 


3626 


100 


1000 


gil404l697 


Homo sapiens 


dJ1033B10.5.1 (SAC2 (suppressor of 
actin mutations 2, yeast, homolog>like 
(ARE1), isoform 1) 


3587 


99 


1 AAA 
1000 


giiojUOoi 


Rattus 
norvegicus 


ARE1 


3576 


98 


1 AA1 
1001 


gj 1438534 


Rattus 
norvegicus 


rA9 


4002 


61 


1001 


gil438532 


Rattus 
norvegicus 


rAl 


430 


36 


1001 




Haiti a canipnc 
iiUJUU Sapid Id 


oCw aig-riWl piC"IllxVLN/\ bpiIvMg latHUT 

SR-A1 


4/17 


jj 


1002 


gil438534 


Rattus 
norvegicus 


rA9 


4002 


61 


1002 


gi9438033 


Homo sapiens 


ser/arg-rich pre-mRNA splicing factor 
SR-Al 


407 


35 


1002 


gil0440402 


Homo sapiens 


FU00034 protein 


407 


35 


1003 


gil675220 


Cricetulus 
griseus 


SREBP cleavage activating protein 


6200 


92 


1003 


gi20378357 


Drosophila 


ER-golgi escort protein 


810 


39 
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melanogaster 








1 AAT 

IUU.5 


gl 10725147 


Drosophila 
melanogaster 


C/Uo3jo-rA 

f 


O 1 A 

810 


39 


1 f\(\A 


gllZOJZoM 


Homo sapiens 


potassium channel modulatory factor 


1987 


100 


1 C\f\A 


gi483S557 


Mus musculus 


DEB 1-91 


1453 


96 




gil 0768790 


Drosophila 
melanogaster 


LD03515p 


876 


63 


innc 
IUU3 


gl/Z /ODjz 


Arabidopsis 
thai i ana 


"r\\T A #l.' M ^^i>. J n\T A -_ 1 /T?/"t 

DNA-directed RNA polymerase (EC 
z. /. /.o) u largest cnain 


173 


29 




gllOJUD 


Arabidopsis 
thaliana 


RNA polymerase II 


1/J 


Zy 


inns 




Arabidopsis 

tnolieiTi'i 
IIkII I till a. 


a nxTA — i 

DNA-directed RNA polymerase 


1/J 




1006 


gill875318 


Mus musculus 


synaptotagmin XIII 


2004 


89 


1UUO 


gL41*HUlDH 


Mus musculus 


synaptotagrmn 13 


ZUU4 


OA 

oV 


1 HfK 


*n 1 1 1 1 QOIO 

gii 1 1 lyzjy 


Rattus 
norvegicus 


synaptotagmin 13 


2000 


on 

89 


1 AA*7 
llKJ/ 


glJoUUool 


Homo sapiens 


RanBP7/importin 7 


5447 


100 


1007 


gil 1342591 


Mus musculus 


RanBP7/importin 7 


5418 


99 


i hat 

1007 


gi 11544639 


Homo sapiens 


importin7 


5307 


100 


1008 


gi5578958 


Homo sapiens 


dJ475B7.2 (novel protein) 


3770 


99 


1008 


gi 18676522 


Homo sapiens 


FLJ00158 protein 


1512 


100 


1008 


gi2 1595 156 


Mus musculus 


Similar to RIKEN cDNA 5830482G23 
gene 


1151 


71 


1009 


gi4406393 


Bos taurus 


differentiation enhancing factor 1 


4699 


95 


1009 


gi4063614 


Mus musculus 


ADP-ribosylation factor-directed GTPase 
activating protein isotorm a 


4694 


94 


1009 


gi4063616 


Mus musculus 


ADP-ribosylation factor-directed GTPase 
activating protein isoform b 


3186 


79 


1 A1 1\ 


gll041192/ | 


Listeria 

monocytogenes 


lmo2439 


57 


52 


1010 


gil6415055 


Listeria innocua 


lin2533 


61 


57 


1010 


gi2983786 


Aquifex 
aeolicus 


glucose- 1 -phosphate 
thymidyl yltransferase 


70 


39 


1011 


gi92 80405 


Homo sapiens 


adlican 


1631 


47 


1011 


gil38728l3 


Homo sapiens 


fibulin-6 


502- 


28 


101 1 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


539 


27 


1012 


gi4001698 


Sus scrofe 


mat-8 


67 


30 


1012 


gi2622724 


Methanothermo 
bacter 

thermautotrophi 
cus str. Delta H 


conserved protein 


82 


29 


1012 


gi498166 


Mus musculus 


zona-peltucida-binding protein (sp38) 


85 


27 


1013 


gil7511816 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10032022 
gene 


1468 


99 


1013 


gi7211438 


Homo sapiens 


golgin-67 


100 


30 


1013 


gi6003208 


Human 

immunodeficien 
cy virus type 1 


pi 7 protein 


84 


29 


1014 


gil7511816 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10032022 
gene 


878 


100 


1014 


gi6003208 


Human 

immunodeficien 
cy virus type 1 


pi 7 protein 


84 


29 
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1014 


gi21957065 


Yersinia pestis 
KIM 


uroporphyrinogen III methylase 


90 


34 


1015 


gi2246401 


Homo sapiens 


centrin 


842 


100 


1015 


gil3529248 


Homo sapiens 


centrin, EF-hand protein, 3 (CDC31 yeast 
homolog) 


839 


99 


1015 


gi2246424 


Mus musculus 


centrin 


832 


98 


1016 


gil7428765 


Ralstonia 
solan acearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


530 


43 


1016 


gil5155946 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 


AGR_C_1725p . 


379 


41 


1016 


gil5073913 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


372 


39 


1017 


gi 17428765 


Ralstonia 
solanacearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


381 


43 


1017 


gil5073913 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


367 


48 


1017 


gil2543118 


Corynebacteriu 
m glutamicum 


RXC01693 


265 


30 


1018 


gi6693701 


Homo sapiens 


melanopsin 


2234 


91 


1018 


gi2 1928729 


Homo sapiens 


seven transmembrane helix receptor 


2190 


99 


1018 


gi6693703 


Mus musculus 


melanopsin 


1735 


73 


1019 


gi439296 


Homo sapiens 


garp 


822 


37 


1019 


gi6572272 


Homo sapiens 


dJ756G23.1 (novel Leucine Rich Protein) 


243 


34 


1019 


gil9344010 


Homo sapiens 


insulin-like growth factor binding protein, 
acid labile subunit 


293 


29 


1020 


gi 15706421 


Homo sapiens 


middle-chain acyl-CoA synthetasel 


1346 


99 


1020 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA synthetase 


1346 


99 


1020 


gi50l9275 


Bostaurus 


xenobiotic/medium-chain fatty acid:CoA 
Iigase form XLrN 


1088 


78 


1021 


gi6650766 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor I 


6216 


100 


1021 


gi20386206 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor PDZ-GEF2 


5822 


98 


1021 


gi 18874700 


Homo sapiens 


Rapl guanine nucleoti de-exchange factor 
PDZ-GEF2B 


5803 


98 


1022 


gi20386206 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor PDZ-GEF2 


5942 


100 


1022 


gil8874700 


Homo sapiens 


Rapl guanine nucleoti de-exchange factor 
PDZ-GEF2B 


5923 


99 


1022 


gi 18874698 


Homo sapiens 


Rapl guanine nucleoti de-exchange factor 
FDZ-UISrzA 


5923 


99 


1 /v>o 
1U23 


gll3o 10306 


Homo sapiens 


transmembrane protein 7 


Zoo 


3/ 


1023 


gil8250724 


Mus musculus 


transmembrane protein 7 


264 


37 


1023 


gi20270907 


Oncorhynchus 
myiuss 


VHSV-induced protein-5 


243 


33 


1024 


gi21779869 


Homo sapiens 


H^17RE 


2896 


100 


1024 


gi21779866 


Mus musculus 


IJ>17RE 


1394 


74 


1024 


gi21779857 


Homo sapiens 


IL-17RC 


246 


29 


1025 


gi21779869 


Homo sapiens 


IL-17RE 


2928 


100 


1025 


gi21779866 


Mus musculus 


IH7RE 


1388 


75 


1025 


gi21779857 


Homo sapiens 


IH7RC 


246 


29 


1026 


gi 14 150450 


Rait us 
norvegicus 


UDP-GalNAc:polypeptide N- 
acetylgalactosaminyltransferase T9 


1352 


93 


1026 


gil6769916 


Drosophila 


SD10722p 


473 


38 
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melanogaster 








IUZD 


nil 1 iCni AC 


Drosophila 
melanogaster 


CUJ04oi-rA 


417 


38 


1027 


gil5217067 


Homo sapiens 


stem cell factor isoform 1 


1013 


95 


1UZ/ 




Homo sapiens 


stem cell factor 


1013 


95 


1027 


gil827477 


Felis catus 


stem cell factor 


893 


84 


1/V>0 

iUZo 


• 1 OTTO A/I 

giij//oy4 


Homo sapiens 


OB-cadherin-1 


1478 


64 


1028 


gil377895 


Homo sapiens 


OB-cadherin-2 


1478 


64 


1028 


gi506404 


Homo sapiens 


cadherin-11 


1474 


63 


1029 


gi 1377894 


Homo sapiens 


OB-cadherin-1 


1628 


56 


1029 


gi 1377895 


Homo sapiens 


OB-cadherin-2 


1628 


56 


1029 


gi506404 


Homo sapiens 


cadherin-1 1 


1623 


56 


1030 


gi 1398903 


Mus musculus 


Ca2+ dependent activator protein for 
secretion 


6314 


90 


1030 


gi577428 


Rattus 
norvegicus 


Ca2-Kdependent activator protein; 
calcium-dependent actin-binding protein 


5003 


96 


1030 


gi6980012 


Drosophila 
melanogaster 


secretion calcium-dependent activator 
protein 


3540 


60 


1031 


gi217705 


Sus scrofa 


dipeptidase precursor 


781 


51 


1031 


gi2102 


Sus scrofa 


dipeptidase 


781 


51 


1031 


gi 8248922 


Homo sapiens 


renal dipeptidase; RDP 


762 


50 


1032 


gil8073362 


Homo sapiens 


cystine/glutamate transporter 


2552 


100 


1032 


gil 1493652 


Homo sapiens 


calcium channel blocker resistance 
protein CCBR1 


2552 


100 


1032 


gi 13924720 


Homo sapiens 


cystine/glutamate transporter xCT 


2552 


100 


1033 


gi 17028348 


Homo sapiens 


Similar to methylenetetrahydrofolate 
dehydrogenase (NADP+ dependent), 
methenyltetrahydrofolate cyclohydrolase, 
formyltetrahydrofolate synthetase 


3748 


100 


1033 


gi20987924 


Mus musculus 


Similar to DKFZP586G1517 protein 


3473 


92 


1033 


gi307178 


Homo sapiens 


MDMCSF (EC 1.5.1.5; EC 3.5.4.9; EC 
6.3.4.3) 


2839 


62 


1034 


gi632676 


Saccharomyces 
cerevisiae 


Ylr410wp 


598 


44 


1034 


gi4070 


Saccharomyces 
cerevisiae 


nufl 


120 


20 


1034 


gi312175 


Saccharomyces 
cerevisiae 


SPC110/NUF1 


120 


20 


1035 


gil 1066463 


Rattus 
norvegicus 


RhoGEF glutamate transport modulator 
GTRAP48 


5589 


80 


1035 


gil9387126 


Mus musculus 


guanine nucleotide exchange factor 


1794 


37 


1035 


gi71 10160 


Homo sapiens 


guanine nucleotide exchange factor 


1792 


37 


1036 


gi2921821 


Rattus 
norvegicus 


cytochrome P450 IIE1 


68 


28 


1UJU 




Human 
respiratory 
syncytia] virus 


attachment glycoprotein G 


64 


29 


1036 


gi5901834 


Drosophila 
melanogaster 


BcDNA.GH09358 


95 


23 


1037 


gi 17 128288 


synthetic 
construct 


Primer I 


1689 


100 


1037 


gi20269957 


Sus scrofa 


phospholipase C delta 4 


1469 


85 


1037 


gi21307610 


Mus musculus 


phospholipase C delta 4 


1327 


77 


1038 


gi6978948 


Homo sapiens 


vaccinia related kinase 3 


76 


24 
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1038 


gj349667 


Carnobacterium 
piscicola 


carnobacteriocin A 


60 


41 


1038 


gi406315 


Carnobacterium 
piscicola 


piscicolin 61 


60 


41 


1039 


©4159884 


Homo sapiens 


similar to mouse olfactory receptor 13; 
similar to P34984 (PID:g464305) 


1597 


99 


1039 


gi9368991 


Homo sapiens 


dJ1005Hll.l (7 TRANSMEMBRANE 
RECEPTOR (RHODOPS1N FAMILY) 
(OLFACTORY RECEPTOR LIKE) 
PROTEIN)) 


1410 


100 


1039 


gil8480186 


Mus musculus 


olfactory receptor MOR261-6 


1323 


81 


1040 


gi3 11626 


Homo sapiens 


thrombospondin-4 


4787 


99 


1040 


gi3860231 


Mus musculus 


thrombospondin-4 


4557 


93 


1040 


gi929835 


Rattus 
norvegicus 


thrombospondin-4 


4547 


93 


1041 


gil4043083 


Homo sapiens 


sperm associated antigen 9 


660 


100 


1041 


gi3116015 


Homo sapiens 


sperm specific protein 


273 


98 


1041 


gil0801148 


Mus musculus 


JNK/SAPK-associated protein 1 


98 


41 


1042 


gi21654741 


Homo sapiens 


peptide/histidine transporter 


1746 


98 


1042 


gi2208839 


Rattus 
norvegicus 


peptide/histidine transporter 


1469 


79 


1042 


gil6740719 


Mus musculus 


Similar to peptide transporter 3 


1453 


83 


1043 


gi2 1392228 


Drosophila 
melanogaster 


RH61354p 


1221 


41 


1043 


gi 19353264 


Homo sapiens 


Similar to dishevelled associated activator 
of morphogenesis 2 


2224 


65 


1043 


©2947238 


Homo sapiens 


diaphanous I 


717 


32 


1044 


' 1 #• S\<*t ft/XT /\ 

gi 15929979 


Homo sapiens 


Similar to zinc finger protein 345 


2476 


100 


1044 


gi!8643896 


Homo sapiens 


zinc finger protein 


1656 


53 


1044 


gil020145 


Homo sapiens 


DNA binding protein 


1656 


53 


1045 


gil2655913 


Homo sapiens 


sprouty-4A 


386 


98 


1045 


gi4850326 


Mus musculus 


sprouty-4 


323 


81 | 


1045 


gi59 17720 


Mus musculus 


sprouty4 


323 


81 


1046 


gi4539525 


Homo sapiens 


NAALADase II protein 


3881 


100 


1046 


gi32U746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypeptidase 


2824 


70 


1046 


gi2897946 


Homo sapiens 


prostate-specific membrane antigen 


2787 


69 


1047 


gi5420389 


Leisbmania 
major 


proteophosphoglycan 


139 


23 


1047 


gi915207 


Sus scrofa 


gastric mucin 


123 


22 


1047 


gil3592175 


Leishmania 
major 


PPg3 


125 


23 


1048 


©5918167 


Homo sapiens 


plexin-Bl/SEP receptor 


2104 


54 


1048 


gi6010211 


Homo sapiens 


semaphorin receptor 


2103 


54 






Mus musculus 


plexin 2 


1517 


30 


1049 


gil5990515 


Homo sapiens 


Similar to RIKEN cDNA 0610020102 
gene 


3035 


100 


1049 


gil8380977 


Mus musculus 


RIKEN cDNA 0610020102 gene 


2792 


92 


1049 


gi23«4732 


Rattus 
norvegicus 


NAC-1 protein 


1269 


57 


1050 


gil5088540 


Homo sapiens 


sterol in-2 


3127 


99 


1050 


gil 1692802 


Homo sapiens 


ABCG8 


3123 


99 


1050 


gil5146444 


Homo sapiens 


sterol in-2 


3120 


99 


1051 


gil2652851 | 


Homo sapiens 


potassium channel modulatory factor 


1987 


100 
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1051 


gi4838557 


Mus musculus 


DEBT-91 


1453 


96 


1051 


gil6768790 


Drosophila 
melanogaster 


LD03515p 


876 


63 


1052 


gi33730 


Homo sapiens 


immunoglobulin lambda light chain 


716 


71 


1052 


gi33395 


Homo sapiens 


lambda-chain precursor (AA -20 to 215) 


703 


70 


1052 


gi33744 


Homo sapiens 


immunoglobulin lambda light chain 


697 


68 


1053 


gi21388773 


Homo sapiens 


kringle-containing protein 


1552 


100 


1053 


gi21623530 


Homo sapiens 


kringle-containing transmembrane protein 


1238 


99 


1053 


gi21388775 


Homo sapiens 


kringle-containing protein 


1241 


100 


1054 


gi 14495324 


Homo sapiens 


CMRF35A 


421 




1054 


gil8490143 


Homo sapiens 


CMRF35 leukocvte immunoplohijliri-Iilce 
receptor 


421 


4ft 
■to 


1054 


gi396170 


Homo sapiens 


CMRF-35 antigen 


421 


48 


1055 


gi4468256 


Homo sapiens 


MHC class I antigen 


1974 


100 


1055 


gi32139 


Homo saniens 


HT.A— A IIP nrntpin r»rw*iircrw f A A —74 \e\ 

341) 


101? 


0/7 


1055 


gi487909 


Homo sapiens 


HLA-A11 antigen Al 1.1 


1912 


97 


1056 


&21667214 


Homo oanipns 


LfiwUlGl IL'lUaJ/ UC1 IllCoIJlJJly^UlUlGaSiQg 

protein-like 3 




ion 


1056 


gi57732 




puLciiuai iigana-Dinumg proxein 


LY 3 


jj 


1056 


gill 877276 




uj /zow.j ^onnojog 01 potential 
ligand binding protein RY2G5 (Rat)) 


1 7^ 
1 /o 




1057 


ei21667214 


Wrvmo csitvipnc 


Dacienciaai/ penneaoiiiry- increasing 
protein-like 3 


777 /C 

zzzo 




1057 


gi57732 


Rattiic r?»ttiic 
rvrlLLLlo i altUo 


puteniiai uganu-Dinoing proiein 




52. 


1057 


gill 877276 


iiuuiu oauioiio 


uj /ziA^j.j ^urmoiog oi poieniiai 
ligand binding protein RY2G5 (Rat)) 


3**U 


31 


1058 


gi21667214 


Homo "sanien 5 ? 


u**l< tra i uoi/ pci ilicciuj u ty- uici Coo in g 
nrotem-like ^ 


101Q 


oo 
yy 


1058 


gi57732 


Rattus rattus 


notential lipnnrl-tvmflin<T rwotfin 


4R^ 


33 


1058 


gill 877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
ligand binding nrrrfpin RY?0^ fRatY^ 


447 


31 


1059 


gi21667214 


Homo sapiens 


bactericidaJ/permeability-increasirig 
orotein-like 3 


1842 


100 


1059 


gi57732 


Rattus rattus 


potential ligand-binding protein 


485 


33 


1059 


gil 1877276 


Homo sapiens 


ligand binding protein RY2G5 (Rat)) 


447 


ii 

31 


1060 


gi23911 


Homo sapiens 


polypeptide 7B2 precursor 


1148 


100 


1060 


gi77 18079 


Hnmn *wnipnQ 


nPiirrt^nrlfv*TiTi#* nrrrf*»i-r» 7H7 
uCUl (JCtUULFUllLIC piV/LCUl / DZ. 




1 oo 


1060 


gil3529158 


Homo <antpnQ 


CRfTTPfArV OTQT1 1 1 1 A nPI imMI/llWtriP nrrrfoi'n 

acw&cLuij gicuiuiCy i iu lit ucnuucrin c proxem 
1 (7B2 protein) 




oo 

yy 


1061 


gi!8698601 


Homo sapiens 


Smith** ^4aper>i^ wnHrnmp fhrnmncnmp 

region candidate 7 protein 




inn 


1061 


gil5073752 


Sinorhizobium 
meliloti 


HYPOTHETICAL TRANSMEMBRANE 
SIGNAL PEPTIDE PROTEIN 


90 




1061 


gil3623063 


Streptococcus 
pyogenes Ml 
GAS 


heat shock protein - cochaperonin 


70 


32 


1062 


gi4128041 


Homo sapiens 


claudin-9 protein 


1116 


100 


1062 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 | 


1062 


gil4286272 


Homo sapiens 


claudin 6 


826 


71 


1063 


gi 14286258 


Homo sapiens 


ribosomal protein L29 


432 


65 


1063 


gil215742 


Homo sapiens 


HIP 


432 


65 


1063 


gi793843 


Homo sapiens 


ribosomal protein L29 


432 


65 
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glOOUI^DS 


Rattus 
norvegicus 


— — : : ; — 

glutamate receptor interacting protein 2 


JjoU 


OO 


lUO*T 




Rattus 
norvegicus 


1 • i- : 

AMPA receptor binding protein 




So 


in/id 




jtvauus 
iiurvcgiuuo 


AMPA receptor interacting protein GRIP 


1 (V)C 


Jzr 


1065 




T-T/\mn coramc 
niNnu oapiCIIo 


*ti 0*1 r\l 1 


iOUJ 


QQ 

yy 


1065 


oil 771 7R? 


IVllia IIlUouUIuo 




9707 


yo 






VJdJlub gollUo 


UiSaDieu- 1 




on 
yv 


1066 


©3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


164 


86 


1UOO 


gl*f.5jO*K/l 


Homo sapiens 


beta glucuronidase isofbrm d 


\JLI 


/z 


1UOU 


gl*fj,jO*HJZ 


Homo sapiens 


beta glucuronidase isofbrm c 


YJLI 




lUVJ / 


gll jHjU/Uj 


Homo sapiens 


testis specific serine/threonine kinase 2 


1 ft^fi 
loOo 


QO 

yy 


llAJ / 


g)Z/J0070 


Mus musculus 


protein kinase 


yfSt.fi 
1060 


QO 

oy 


1UO/ 




Homo sapiens 


testis- specific serine/threonine kinase 1 


\Z5\J 


11 


1068 


gil3543568 


Homo sapiens 


prostaglandin D2 synthase (21kD, brain) 


977 


96 


IUOo 




Homo sapiens 


prostaglandin D synthase 


977 


96 


1068 


gil89772 


Homo sapiens 


prostaglandin D2 synthase 


977 


96 




gll 32793 11 


Homo sapiens 


Similar to RIKEN cDNA 1500017E18 
gene 


1416 


96 


1069 


gil4336718 


Homo sapiens 


similar to HAGH 


1157 


100 


1069 


gi20988885 


Mus musculus 


RIKEN cDNA 1 5000 1 7El 8 gene 


1151 


79 


1070 


gil 3397835 


Homo sapiens 


annexin A 13 isoform b 


1795 


99 


1070 


gi757784 


Canis familiaris 


annexin XI lib 


1621 


89 


1070 


gi21218387 


Oryctolagus 
cuniculus 


annexin Xlllb 


1589 


88 


1071 


gi21707908 


Homo sapiens 


solute carrier family 6 (neurotransmitter 
transporter, GABA), member 1 


3129 


98 


1071 


gi31658 


Homo sapiens 


GAB A transporter | 


3114 


98 


1071 


gi204222 


Rattus 
norvegicus 


GABA transporter protein 


3097 


96 


1072 


gi71 60975 


Homo sapiens 


voltage-gated sodium channel beta-3 
subunit 


834 


100 


1072 


gi7161889 


Rattus 
norvegicus 


voltage-gated sodium channel beta-3 
subunit 


823 


98 


1072 


gil4l65176 


Rattus 
norvegicus 


sodium channel beta 3 subunit 


823 


98 


1074 


gil 8676470 


Homo sapiens 


FLJ00 132 protein 


2515 


99 


1074 


gi21430928 


Drosophila 
melanogaster 


SD27341p 


324 


38 


1074 


gi20197056 


Arabidopsis 
thaliana 


expressed protein 


206 


29 


1075 


gi452751 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyltransferase 


949 


54 


1075 


gL2295223 


unidentified 


GALACTOSYLTRANSFERASE- 

CI A T VT TT> AXrOUDD A OT3 ITUDDTn 

MALYLlKANarcKAMJ HYBRID 
PROTEIN 


856 


48 


1075 


gL29434 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


856 


48 


1076 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 2 


2223 


100 


1076 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 1 


2002 


99 


1076 


gil5928451 


Mus musculus 


Similar to cat eye syndrome chromosome 
region, candidate 5 


1649 


76 
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1077 


gl 1 JJ*H77 / 


T-Tnm r% conipnp 

OUIIKJ oapicilo 


KMi eye oynarome criucai region proiein 

loUlUIIIl Z 


looz 


o< 
yo 


1077 


oi 1 ^44005 


XiUl lit* sapid lb 


v^oi eye oynurorne cnncai region proiein 

icrifVirm 1 


lOOZ 


06 


1077 


mi 5928451 


Mlt.Q mnoriiliiQ 

XTJ.UO UiUJvlllUj 


Similar ir\ oar* pvp cunHmmp /»Viiv>TYHYorrnn#» 
rpoinn can Hi Ha tt* S 




7S 


1078 


eil 77870 


Homo saoiens 


a1nha~7-TT)afrno1nhiilin nnviircnr 


7714 
*• i it 




1078 


ei579592 


Homo sanien^ 


alnha 2-marrnolnhnHn 600-7^0 


770R 


^0 


1078 


gi579594 


Homo <ianipTtQ 


oipua x'liiaui ugiuuuim u?Vr / *tv 


7700 
Z / uu 


^0 
jy 


1079 


ei671864 


frail 11 <J oalllLQ 


Avnm ara*ftol aHi ilin nv ocfra H r» 

UVUlUaU UglvLrUJJLJl, UVUSlailll 


1^00 


14 


1079 


gi579594 


Homo cani pn s 


alnha 7-fiiarTrtolfihiilin 600-740 

Oipila X»**lliaVI vglUUUllil UyU" / tv 


1707 


JJ 


1079 


pi 177870 


Hnmn ouni ptic 

IIUUIVI oapiwlS 


siliVho— 7—TirtQ/*Trt<ylr^riiil'iTi nn^itrcAr 
al pjJ<r*X"-Il law UglUU 111 ill pi Cv UTSOl 


1706 


"^^ 
JJ 


1080 


oi 67 1865 


n^tlliiQ online 

VJdUUa gall US 


svi/fYm 2M>mcrlr\nt ill y\ A\/Acfo+i'r» 
l/YVXIlabl UglUUUlul, UVUblaLUl 


S06 
oUO 


jL 


1080 


gi 177870 


Homo sapiens 


alpha-2-macrogl obulin precursor 


769 


31 


10R0 




xxuiuu sapiens 


aipna z-macrogiODUun 02/u- /ju 


/oy 


^1 
31 


1081 


oi 177870 


xiumu sapiens 


al pha-2-m acrogl ob ul in precursor 


Z/JZ 


4U 


1081 


^579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2726 


40 


10R1 




Homo sapiens 


aipna z-macrogioDunn OS/U-/4U 


z/le 


39 


1U5Z 


gp /5oy4 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1297 


35 


1082 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


1296 


35 


lUoz 


go lyyvL 


Homo sapiens 


alpha 2-macT0gl obulin 690-730 


1296 


35 


ioqi 
lUoJ 


rmiAf\A10C\ 

gl404io9 


Mus sp. 


carboxyl esterase; Es-male 


2006 


66 


l\)OD 


mT\ 1 1 oi 
glzlJlUl 


Anas 

platyrhynchos 


fhioesterase B 


1261 


46 


i noi 


glzlOoilo 


Homo sapiens 


carboxyl esterase 


1253 


47 


tUo4 


glZU /ZOO 


Rattus 
norvegicus 


TGF-beta masking protein large subunit 


8731 


89 


10£4 


gij*tyj i/o 


Mus musculus 


latent i Or Deta omaing protein 


8640 


88 


10R4 


giiyyuyizo 


Homo sapiens 


< Li- L-T-JT.IT.-l-.tiui.ru. J. ,■■ . .ll. f „ „ f ,., - t__X_ 1_ " J" ^ 

transiorming growth lactor-beta binding 
protem-io ; 


7763 


99 


1085 


oil 7085^71 

gl 1 / yOJ J r 1 


nuiiiu sapiens 


i o oinuing proiein 


00 1 


1 OA 


1085 


oi71Q6l??Q 


nuiiiu SapiCIlb 


Dtvi j omaing proiein 


KOI 


1 00 
IUU 


10J?*> 

lUOJ 


oil 8466808 

gl 1 0*rWJ0U0 


noiuo sapiens 


cervical cancer I proto-oncogene-binding 

piuicill IvvJ 1 y 




on 


1086 


gl fafcAOJJ 


f~rnllii<3 online 

\J011US gull US 


ivi— pr ULCin 


Z50j 


*tz 


1086 


gi407097 


Homo sapiens 


165kD protein 


2933 


42 


1086 

1 VOL/ 


oi7Q<;0^47 

glX 7J UJ*T / 


rvius rouscuius 


iyi-proiein 


0011 


AO 

4z 


1087 


oi196*JS16S 

gl l^UJJ 1 


jiumo Sapiens 


zinc nnger proiein zoo 


oyo 


OJ 


1087 


pi48Q4364 


riuiiiu sapiens 


zinc imger proiein j 


<o< 
oyo 




1087 


gi21327296 


Homo sapiens 


zinc finger protein 382 


495 


46 


1088 


oi5689441 


xiumu Sapiens 


P18S47 1 


1 CO 




1088 


oil 61 1R4R 

gl 1 L> 1 JOHO 


Homo sapiens 


zinc ringer protein zfp6 


31o 


A O 

49 


1088 


gix> i Ja- / t*y\j 


X— 1 /*\tvi ^"v pomoito 

ixoiiio Sapiens 


zinc nnger proiein joz 


zU-> 


3o 


108Q 


m176SS460 


nomo Sapiens 


keratin associated protein 4.12 


000 

yzy 


/3 


1089 


gi 13278825 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10054P19 
gene 


929 


75 


1089 


gil2655464 


Homo sapiens ! 


keratin associated protein 4.15 


900 


83 | 


1090 


gil2655460 


Homo sapiens 


keratin associated protein 4. 12 


403 


85 


1090 


gi 13278825 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10054P19 
gene 


403 


85 


1090 


gjl2655442 


Homo sapiens 


keratin associated protein 4.2 


397 


84 


1091 


gil2655464 


Homo sapiens 


keratin associated protein 4. 15 


1260 


100 


1091 


gi 12655452 


Homo sapiens 


keratin associated protein 4.7 


1222 


90 


1091 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


1156 


88 
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1092 


gil5722084 


Homo sapiens 


DA304I5.1 (novel lipase) 


1991 


100 


1092 


gi2 1594466 


Mus musculus 


RJKEN cDNA 4632427C23 gene 


1928 


87 


1092 


gi460143 


Homo sapiens 


lysosomal acid lipase/cholesteryl ester 
hydrolase 


1290 


60 


1093 


gi2 15 94466 


Mus musculus 


RIKEN cDNA 4632427C23 gene 


1957 


88 


1093 


gil5722084 


Homo sapiens 


bA304I5.1 (novel hpase) 


1935 


100 


1093 


gi460143 


Homo sapiens 


lysosomal acid lipase/cholesteryl ester 
hydrolase 


1290 


60 


1094 


*01 1 Of\Af\ 

gi8118040 


Homo sapiens 


orphan G-protein coupled receptor 


1804 


99 


i nr. a 

1094 


glo 118052 


Mus musculus 


orphan G-protein coupled receptor 


1306 


82 


1094 


gjl3177796 


Homo sapiens 


retinoic acid induced 3 


728 


45 


1095 


gil 8 129609 


Homo sapiens 


diacylglycerol acyltransf erase 2 


600 


49 


i /vie 

1095 


• i cnnnnc i 

gl 15099951 


Mus musculus 


diacylglycerol acyltransferase 2 


599 


Af\ 

49 


1095 


• 1 '7A r ttCAA£ 

gll742o44o 


Homo sapiens 


DA351K23.5 (novel protein) 


572 


C A 

54 


1096 


gl 17225337 


Homo sapiens 


dendritic lectin 


1134 


95 


1096 


gi 17224598 


Homo sapiens 


blood dendritic cell antigen 2 protein 


1134 


95 


1096 


gi 17225339 


Homo sapiens 


dendritic lectin b isoform 


918 


94 ! 


1097 


gil 7225337 


Homo sapiens 


dendritic lectin 


1182 


99 


1097 


gil 7224598 


Homo sapiens 


blood dendritic cell antigen 2 protein 


1182 


99 


1097 


gi 17225339 


Homo sapiens 


dendritic lectin b isoform 


966 


99 


1098 


gi21929119 


Homo sapiens 


seven transmembrane helix receptor 


1595 


100 


1098 


gil8479834 


Mus musculus 


olfactory receptor MOR 144-1 


1223 


77 


1098 


gil 8480806 


Mus musculus 


olfactory receptor MOR143-1 


1163 


70 


1099 


gi5911169 


Homo sapiens 


transmembrane mucin 12 


3049 


99 


1099 


gil9526645 


Homo sapiens 


intestinal membrane mucin MUC17 


815 


32 


1099 


gi591U71 


Homo sapiens 


mucin 1 1 


684 


47 


1100 


gi37198 


Homo sapiens 


TM1-CEA preprotein 


455 


34 


1100 


gil79440 


Homo sapiens 


biliary glycoprotein I precursor 


455 


34 


1100 


gi550031 


Homo sapiens 


BGPc 


455 


34 


1101 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


4733 


60 


1101 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


4733 


60 


1101 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


2013 


39 


1102 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


4458 


60 ! 


1102 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(U11052) j 


4458 


60 ! 


1102 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


2013 


39 


1103 


gi7264653 


Mus musculus 


Kiaa0575 


2398 


61 


1103 


gil 161 1734 


Homo sapiens 


GREBla 


513 


46 | 


1103 


gi915208 


Sus scrofe 


gastric mucin 


128 


30 


1104 


gi20219008 


Chlamydomona 
s reinhardtii 


coiled-coil flagellar protein 


682 


36 


1 1U4 


gilo519041 


Drosophila 
melanogaster 


occludin-like protein 


203 


23 


1104 


gi3549261 


Dictyostelium 
discoideum 


interaptin 


175 


22 


1105 


gil2654511 


Homo sapiens 


ATP-dependant interferon response 
protein 1 


693 


96 


1105 


gi 17390689 


Homo sapiens 


ATP-dependant interferon responsive 


693 


96 


1105 


gi 10862826 


Homo sapiens 


ADIR1 


689 


95 


1106 


gil52l5375 


Homo sapiens 


RNA binding motif protein 12 


325 


72 


1106 


gi21666372 


Homo sapiens 


swan 


325 


72 
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1 1 f\C 

1106 


gi 19070 194 


Homo sapiens 


C\17 A XT 


J ZD 


HI 


1107 


gil8157547 


Mus musculus 


pecanex-like 3 


3262 


97 


1107 


gi6650377 


Mus musculus 


pecanex 1 




/4 


1107 


gi 15076843 


Homo sapiens 


pecanex-like protein 1 


2526 


74 


1108 


gil8157547 


Mus musculus 


pecanex-like 3 


3138 


97 


1108 


gi6650377 


Mus musculus 


pecanex 1 


2409 


73 


1108 


gil5076843 


Homo sapiens 


pecanex-like protein 1 


2405 


73 


1109 


gi7770237 


Homo sapiens 


PR02822 


233 


59 


1109 


gi21595759 


Homo sapiens 


similar to HC6 


211 


71 


1109 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


209 


67 


1110 


gil8159337 


Pyrobaculum 
aerophilum 


paREP8 


77 


30 


1110 


gil658310 


Homo sapiens 


leukocyte surface protein 


97 


26 


1110 


gi7638235 


Mus musculus 


immunoglobulin heavy chain variable 
domain 


77 


25 


1111 


gi4263743 


Homo sapiens 


similar to UNC-93; similar to U89424 
(PID:g3642687) 


1575 


100 


1111 


gi 12043567 


Homo sapiens 


unc-93 related protein 


1571 


99 


1111 


gi 17390915 


Mus musculus 


Similar to unc93 (C.elegans) homolog B 


1372 


87 


1113 


gi4153873 


Homo sapiens 


similar to wee 1 -like protein kinase; 
similar to P30291 (PID:gl351419) 


2810 


100 


1113 


gi644770 


Xenopus laevis 


WeelA kinase 


1166 


64 


1113 


gi2827996 


Xenopus laevis 


weel homolog 


1166 


64 


1114 


gi6606119 


Dothidea 
inscuipta 


DNA-dependent RNA polymerase IT 
RPB140 


81 


32 


1114 


gi2796053 


Mus musculus 


T cell receptor beta chain 


54 


48 


1115 


gi20372871 


Clarkia similis 


cytosolic phosphoglucose isomerase 


56 


28 


1116 


gi21708029 


Homo sapiens 


similar to Alu subfamily SQ sequence 
contamination warning entry 


135 


70 


1116 


gi 11493409 


Homo sapiens 


PRO0898 


129 


59 


1116 


gi6650818 


Homo sapiens 


PR01992 


110 


70 


1117 


gil3810898 


Rattus 
norvegicus 


inhibin binding protein long isoform 


310 


37 


1117 


gi2645890 


Homo sapiens 


IGSF1 


326 


40 


1117 


gi2370143 


Homo sapiens 


irnmunoglobulin-like domain-containing 
1 


326 


40 


1118 


gi 13810898 


Rattus 
norvegicus 


inhibin binding protein long isoform 


310 


37 


1118 


gL2645890 


Homo sapiens 


IGSF1 


312 


38 


1118 


gi2370143 


Homo sapiens 


immunoglobulin- like domain-containing 
1 


312 


38 


1119 


gi21707128 


Homo sapiens 


Ran binding protein 1 1 


5047 


99 


1119 


gi20987296 


Mus musculus 


Similar to Ran binding protein 1 1 


4898 


96 


1119 


gil7862636 


Drosophila 
melanogaster 


LD41918p 


1191 


38 


1120 


gil8652832 


Homo sapiens 


ASPP1 protein 


5703 


99 


1120 


gi 16197705 


Homo sapiens 


ASPP2 protein 


1556 


42 


1120 


gil399805 


Homo sapiens 


Bbp/53BP2 


1556 


42 


1121 


gil8448478 


Aotus 
trivirgatus 


chorionic gonadotropin beta subunit 


47 


59 


1121 


gi5670272 


Human 
herpesvirus 8 


Kl glycoprotein 


67 


38 


1121 


gi9886851 


Human 
herpesvirus 8 


Kl protein 


63 


36 
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c 
o 

score 


r erceniage 


1122 


gi259846l 


Homo sapiens 


dJ408N23.1 (suppression of 
tumongenicity 13 (colon carcinoma) 
(Hsp70-interacting protein) (Progesterone 
receptor associated P48 protein)) 


1887 


97 


1122 


&904032 


Homo sapiens 


p48 


1869 


96 


1122 


gi21218374 


Homo sapiens 


FAM10A5 


1814 


93 


1123 


gi8927428 


Homo sapiens 


otoraplin 


676 


100 


1123 


gil2619173 


Homo sapiens 


melanoma inhibitory activitv like orotein 


676 


ion 


1123 


gill323317 


Homo sapiens 


(U705D16.2 (Otoraplin) 


676 


ion 


1124 


gi 12034719 


Mus musculus 


ankyrin-like protein 


462 


to 


1124 


gil3469729 


Homo sapiens 


breast cancer antigen NY^BR-1 


448 




1124 


gi21618588 


Homo sapiens 


testis-specific ankyrin motif containing 
protein 


381 


47 


1125 


gil3469729 


Homo sapiens 


breast cancer antigen NY-RR-1 






1125 


gil2034719 


Mus musculus 


ankyrin-like protein 


379 


46 


1125 


gi21618588 


Homo <5anipnQ 


LK>iivi>pccinL dnitynn mocu coniauung 
protein 




yfO 

49 


1126 


ei7770139 




PRH1799 




60 


1126 


gi 11493483 


Homo sapiens 


PRO2550 


263 


67 


1126 




JTLUOIU oapiCllS 


uDiquitous i rK-moui protein Y isoiorm 


249 


61 


1127 




wryza sauva 
culti vfl r-omi i ri\ 


Similar to Oryza sativa root-specific 
pr-'j m pMA n r >'7 r >(\Q\ 


86 


35 


1127 


gi5902450 


Cerconithecine 
herpesvirus 1 




K9 
JO 


A 1 

41 


1127 


gil2750734 


Homo sapiens 


f ^-tvTVP VoltAO r f^-Hprw 3 nrl<*rif r*cjlr»ii im 

channel 


DO 




1128 


gil6878260 


Homo sapiens 


Similar to angiotensin II tvne T reef*ntor- 
associated protein 






1128 


gil6588454 


Homo sapiens 


AGTRAP protein 


705 




1128 


gi9621816 


Homo sapiens 


ATRAP 


705 


95 


1129 


gi!7986216 


Homo sapiens 


cell recognition molecule PASPR^, 


1 QfLA 
LOKrr 




1129 


gil2330704 ! 


Mus musculus 


cell recognition molecule CASPR4 


1376 


71 


1129 


gi21961652 


Mus musculus 


cell recopnition nrotpin f*A^PRA 


1-5/0 


/ 1 


1130 


gil7986216 


Homo sapiens 


cell recognition molecule f^A^PR^ 


Oo 1Z 


oo 1 


1130 


gil8390059 


Homo sapiens 


cell recognition protein CASPR4 


4754 


70 I 


1130 


gi21961652 


Mus musculus 


cell recognition protein CASPR4 


4724 


68 


1131 


gL21552969 


Mus miivuln*; 


yt iiiiaujcr-ijcurcn oyntirome criucai region 

ffmp 1 7 


71 AO 

3IUU 


!f/ 


1131 


gil0336504 


Homo sapiens 


UDP-GaTNAe- nolvnentiHe >J- 

vJU'i vJ dill ^\V/ . ^UAjrJJCjL/UUC7 

acetylgalactosarnm^transf erase 


ZUZU 


01 


1131 


gil 1041469 


Macaca 
fascicularis 


UDP-GalNAc* nolvnentirle K- 1 
acetvl palacto<Mmi n vltraTi<rfipr5»<:p 


101** 


Do 


1132 


gil3625176 


Homo sapiens 


thrombospondin 


586 


46 


1132 


gi!4627121 


Homo sapiens 


dJ824F16.3 (novel protein similar to 
mouse thrombospondin type 1 domain 
protein R-spondin) 


544 


46 


1132 


gi45 19541 


Mus musculus 


thrombospondin type 1 domain 


511 


43 


1133 


gi5305333 


Mus musculus 


protein kinase Myak-S 


865 


50 


1133 


gil8314319 


Mesocricetus 
auratus 


Mx-interacting protein kinase PKM 


865 


50 


1133 


gi5815143 


Mus musculus 


nuclear body associated kinase 2a 


865 


50 


1134 


gil4022292 


Mesorhizobium 
loti 


cell division protein 


45 


36 
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1 1 1A 
1 134 


* 1 OA1 A1 

gj 1 ©0143 


Homo sapiens 


CD53 glycoprotein 


45 


53 


1 1 1A 

1134 


ml om A 1 

gll80141 


Homo sapiens 


cell surface antigen 


45 


53 


1135 


gi 14571502 


Homo sapiens 


calcium-promoted Ras inactivator 


4174 


99 


1 1 HZ 

1135 


gl2822157 


Homo sapiens 


similar to GTPase-activating proteins; 
35% similar to JC5047 (PID:g2136083) 


3961 


99 


1 1 ic 
1 135 


gl4 185294 


Homo sapiens 


rasGAP-acbvating-like protein 


1898 


49 


1136 


gi 11527987 


Gal lus gall us 


hnmunoglobulin-like receptor CHIR-A 


97 


30 


1136 


gi432214 


Human 

immunodeficien 
cy virus type 1 


envelope glycoprotein gpl20 


43 


39 


11 JO 


gl 15020993 


Homo sapiens 


MUC5AC protein 


64 


38 


1 1 1H 
1 13 i 


mK 1 001 (Yl 

gl 15 128 103 


Mus musculus 


nephronectin 


2971 


87 


1137 


gil5430248 


Mus musculus 


nephronectin long isoform 


2640 


80 


113/ 


gl 16040981 


Mus musculus 


POEM 


2374 


87 


i ion 
1139 


gl7638247 


Homo sapiens 


mesenchymal stem cell protein DSCD75 


595 


100 


1 1 on 
1139 


gl 17946258 


Drosophila 
melanogaster 


RB58349p 


165 


34 


1139 


gi2 1464462 


Drosophila 
melanogaster 


RH58440p 


158 


36 


1 1 Af\ 

1140 


gi21619491 


Homo sapiens 


similar to expressed sequence AW049604 


235 


83 


1140 


gj6572294 


Homo sapiens 


bA262A13.l (novel protein) 


126 


48 


1140 


gi2 15692 


Bacteriophage 
P4 


gop protein 


87 


28 


1141 


gizl 619491 


Homo sapiens 


similar to expressed sequence AW049604 


454 


82 


1 141 


gl65 72294 


Homo sapiens 


bA262A13.l (novel protein) 


239 


48 


11/41 

1 141 


mOI C/^OO 

gl2 15692 


Bacteriophage 

T%A 

r4 


gop protein 


84 


33 


1142 


gi20306274 


Homo sapiens 


testicular haploid expressed gene 


1487 


80 


1 MO 
1 142 


gl 1044396/ 


Homo sapiens 


THEG protein 


1487 


80 


1 1 AO 
1 14Z 


mHAI #C1 1/1 

gl/410134 


Homo sapiens 


testis-specific gene 


1487 


80 


1 1/11 
1 143 


mOi oooo^n 
glZ 1928259 


Homo sapiens 


seven transmembrane helix receptor 


1023 


100 


1 143 


gl 1 8480 /46 


Mus musculus 


olfactory receptor MOR26 1-10 


864 


84 


1 143 


ml QAQflHAA 

gl 18480 /44 


Mus musculus 


olfactory receptor MOR261-9 


858 


82 


1144 


gi21928655 


Homo sapiens 


seven transmembrane helix receptor 


1458 


93 


1144 


gl 18480746 


Mus musculus 


olfactory receptor MOR261-10 


1280 


79 


1 1 A A 

1 144 


gl 18480744 


Mus musculus 


olfactory receptor MOR261-9 


1258 


78 i 


1145 


gl 1707674 [ 


Streptomyces 
cinnamoneus 


elongation factor G 


52 


34 


1146 


gi 15779092 


Homo sapiens 


Similar to syntaxin 18 


1295 


100 


1 140 


gl / /0 /424 


Homo sapiens 


syntaxin 18 


1295 


100 


1 1/i£ 
1 140 


gl 1 620393 1 


Mus musculus 


Similar to syntaxin 18 


873 


90 


1 1 AH 

114/ 


gl!45 /3319 


Homo sapiens 


mterleukin-l HY2 


812 


99 


1 \An 
1 14/ 


©18025344 


Homo sapiens 


interleukin-l receptor antagonist-like 
FIL1 theta 


809 


99 


1147 


ml Q068 192 

1 7WUO A 7Z- 


N/Tim miicfiilnc 

iVluo ILlUoOUllla 


JLL^ir 1U 


ooz 


AO ; 


1148 


gi4103158 


Mus musculus 


hair keratin acidic 5; Ha5 keratin 


1116 


72 


1148 


gi3724107 


Homo sapiens 


keratin, type I 


1114 


72 


1148 


gil668744 


Homo sapiens 


HHa5 hair keratin type I intermediate 
filament 


1114 


72 


1149 


gil9353375 


Mus musculus 


RIKEN cDNA 1 1 10031102 gene 


1417 


84 


1149 


gi6166378 


Mus musculus 


growth suppressor 1L 


141 


30 


1149 


gil5929776 


Homo sapiens 


growth suppressor 1 


137 


41 


1150 


gi!3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene 


1336 


90 
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1150 


gi 19484086 


Mus musculus 


RIKEN cDNA S7^0SR0T CO up-np 


lZo / 


SLtL 

oo 


1150 


gil699265 


Homo sapiens 


IT) rill PTWnt' I pvnrpccinn-ATihQiipPfl 
luougiuuu I'tJi CApiCSSiUU-CIlIloIU/CU 

gene/tumor progression-enhanced gene 




J / 


1151 


gil5419605 


daTvfc fhmiliariQ 


TTI H^t"l futnri/ f>r»1 tVl olio Xror^i^it-t On 

iJiaoucalUl V CpiUlClla KCliUin **y 




55 


1151 


gil4595019 


Homo <ranipTi<i 


A.VIOIU1 U 1IS 


1 1*7^ 


54 


1151 


gi6092075 


IvlUJ liilidvUIUu 


ijpc 11 oyLUR-Ciaiiij 


111/; 

1 no 


51 


1152 


gil 1066090 


Homo ^anien^ 


lilaUlA. IIlCUUlUprOLCaSe IVlJYLr-Z/ 


Yy&L 


96 


1152 


gil2006364 


Tupaia 
belangeri 


UlaU 1A U1CUU JOpiOLeilldSe-Z / 


1 ioi 


OA 


1152 


©13511149 


Gallus gallus 


uiauiA 11 ieuu 1 uprotcinase 


Oo3 


57 


1153 


gil 1066090 


Homo sapiens 


matrix metalloprotease MMP-27 


1382 


96 


1153 


gil2006364 


Tupaia 


matrix metalloprotemase-27 


1121 


80 


1153 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


663 


57 


1154 


gi6689894 


Homo sapiens 


Suppressor of Fused 


2599 


100 | 


1154 




Homo sapiens 


suppressor of fused 


2594 


99 


1154 


gi4468628 


Mus musculus 


Su(fu) protein 


2541 


97 


1 1 jj 


gjzloo/zlz 


Homo sapiens 


bartericidal/pemeabihty-increasing 
protein-like 2 


2600 


100 




gL&LOO /KJoD 


— l 

Oncorhynchus 

mykiss 


LBP (LPS bmdingprotem)/BPI 
(bactericiaWpenneability-increasing 
protein)- 1 


690 


31 


1155 




Oncorhynchus 
mykiss 


LBP (LPS bmding protein)/BPI 
(bactericidal/permeability- in creasing 
proieinj UKe-z 


685 


30 


1156 


ml 1229139 


Hnmn <Kir»if»nc 

XJUJUIU SMtpiCIlo 


odidz\ji3.j i^oKY (sex determmmg 
region Y>box 18) 


2066 


100 


1156 


m 12082687 


nuiuu Sapiens 


ory-reiatea wmu-dox protein 


2066 


100 


1156 


gi8894593 


Homo sapiens 


SOX18 protein 


2066 


100 


1157 




xiuiiio Sapiens 


oxidored-nitro domain-containing protein 


837 


85 


1157 




Lsrosopnua 

mploniMncfMr 
lUdaXIUgaSlcr 


f^CZ 111 TO da 


172 


31 


1157 


ml 6304788 


LVIUo III USC UI US 


— — — — — _ 

bendless-hke ubiquitin conjugating 

enzyme 


83 


28 


1158 


gi 19526647 


Homo <sinipiiQ 


oxidored-nitro domain-contaimng protein 


837 


85 


1158 


gi7303522 


Drosonhila 

**** UilvUl 11 JO. 

melanogaster 


vAJU l / o-rJ\ 


172 


31 | 


1158 


gil6304788 


Mus musculus 


ucuuicss-iLKJc uoiqujun conj uganng 

^* y ins** 




28 


1159 


gil794221 


Mus musculus 


DNAIigase Ill-beta 


2987 


89 


1159 


gil 794223 


Mus musculus 


UNA lionet* FIT alntio 
iufVMX llgoSC lii-oipna 


OOOT 


89 


1159 


gi 19550955 


Homo saniens 


liftOCp TP I"YNTA ATP ^pn£»n/Jor>t 

lipase iii, uvij\^ t\ i r -aepenaeni 


2o75 


100 


1160 


gil5667919 


Homo saniens 




1678 


An 

99 


1160 


gil2597188 


Homo sapiens 


squamous cell carcinoma antigen 2 


749 


48 


1160 


gil235617 


Homo sapiens 


squamous cell carcinoma antigen 


749 


48 


1161 


gil5141587 


Eulemur 
rubri venter 


olfactory receptor 


67 


34 


1161 


gi21739229 


Oryza sativa 


OSJNBa0072F16.8 


67 


43 


1161 


gi21629328 


Leishmania 
major 


L3561.8 


65 


37 


1162 


gi2589190 


Homo sapiens 


skin-specific protein 


68 


39 


1162 


gi38232 


Pan troglodytes 


immunoglobulin alpha heavy chain 


61 


39 


1162 


gil4021730 


Mesorhizobium 
loti 


c-type cytochrome biogenesis protein 


68 


31 
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1163 


gi7228149 


Mus musculus 


ATFa-associated factor 


354 


50 


1163 


gi7303705 


Drosophila 
melanogaster 


CG12340-PA 


193 


24 


1163 


gi5052666 


Drosophila 
melanogaster 


BcDNAJLD26050 


193 


24 


1164 


gi20901968 


Caenorhabditis 
elegans 


C. elegans RPIX56 protein 
(corresponding sequence F37C12.4) 


71 


34 


1165 


gi5911451 


Drosophila 
nannoptera 


cytochrome oxidase HI 


43 


41 


1165 


gil3276253 


Homo sapiens 


T-cell receptor beta chain VJ region 


56 


34 


1165 


gi3928896 


Homo sapiens 


SH2 domain protein 1 A isoform C 


55 


38 


1166 


gi20381326 


Homo sapiens 


Similar to caspase 8, apoptosis-related 
cysteine protease 


263 


100 


1166 


gj 1421 1398 


Homo sapiens 


caspase-8L 


263 


100 


1166 


gil9401524 


Homo sapiens 


procaspase-8 


223 


95 


1167 


gi 10440448 


Homo sapiens 


FLJ00060 protein 


1204 


98 


1167 


gi3983420 


Homo sapiens 


KIR3DLl-like natural killer cell receptor 


693 


47 


1167 


gil3560453 


Homo sapiens 


killer cell immunoglobulin-like receptor 
3DL1 


693 


47 


1168 


gi 1799570 


Rattus 
norvegicus 


TIP120 


4573 


99 


1168 


gi7688703 


Homo sapiens 


TIP120 protein 


4573 


99 


1168 


gi58 11583 


Rattus 
norvegicus 


TlP120-family protein TIP120B 


2735 


57 


1169 


gil3016701 


Homo sapiens 


activating coreceptor NKp80 


1226 


100 


1169 


gi7188567 


Homo sapiens 


lectin-like receptor Fl 


1226 


100 


1169 


gi22449867 


Macaca 
fascicularis 


NKp80NK receptor 


1122 


90 


1170 


gil4027275 


Mesorhizobium 
loti 


nodulation protein nodG, 3-oxoacyl-(acyl 
carrier protein) reductase 


70 


27 


1170 


gil531618 


Rhizobium sp. 
N33 


NodG 


68 


26 


1170 


gi6899062 


Ureaplasma 
ureal yticum 


seryl-tRNA synthetase 


70 


31 


1171 


gi3021409 


Homo sapiens 


transducin (beta) like 1 protein 


3057 


100 


1171 


gil3161069 


Homo sapiens 


transducin beta-like 1 


2548 


91 


1171 


gil2642596 


Homo sapiens 


nuclear receptor co-repressor/HDAC3 
complex subunit TBLR1 


2431 


86 


1172 


gil362342l 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene, clone MGC:13124 
IMAGE:41 10925, mRNA, complete cds. 


380 


69 


1172 


gil2803383 


Homo sapiens 


clone MGC:2099 IMAGE:3051525, 
mRNA, complete cds. 


376 


68 


1172 


gil31H983 


Homo sapiens 


clone MGC4221 IMAGE:2958347, 
mRNA, complete cds. 


376 


68 


1173 


gi 13623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 

gene, clone MGC:13124 

IMAGE:41 10925, mRNA, complete cds. 


380 


69 


1173 


©H2803383 


Homo sapiens 


clone MGC:2099 IMAGE:3051525, 
mRNA, complete cds. 


376 


68 


1173 


gil31 11983 


Homo sapiens 


clone MGC4221 IMAGE:2958347, 
mRNA, complete cds. 


376 


68 


1174 


gil3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene 


1830 


99 


1174 


gi!9484086 


Mus musculus 


RIKEN cDNA 5730589L02 gene 


1802 


95 
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1 17/1 




Homo sapiens 


malignant cell expression-enhanced 
gene/tumor progression-enhanced gene 


930 


81 


1 17S 
1 1 /D 


mill fiOl^e 

glUlaZ/55 


Homo sapiens 


HPHRP 


1210 


100 


1175 


gil5929309 


Homo sapiens 


phosphodiesterase related 


1210 


100 


1 lie 

11/5 


gi881499 


Mus musculus 


parathion hydrolase (phosphotriesterase)- 
related protein 


1069 


86 


11/0 


gi552075 


Chironomus 
tentans 


giant secretory protein 


71 


28 


11/0 


gil5419013 


Toxoplasma 
gondii 


subtilisin-like protein 


71 


34 


i it/; 
11 /o 


gi 156534 


Chironomus 
tentans 


giant secretory protein (gsp) 


66 


28 


I 1 *7*7 

II // 


*A qa con 1 1\ 

gj5458910 


Pyrococcus 
abyssi 


FLAGELLA-RELATED PROTEIN C 


103 


24 


1 T7*7 
11// 


gi487272 


Enterococcus 
hirae 


Na+ -ATPase subunitF 


90 


31 


1177 


gi9229886 


Ciona 
intestinalis 


ezrm/radixin/moesin (ERJM)-like protein 


111 


27 


1 1 TO 

1178 


gL2 1554060 


Arabidopsis 
thai i ana 


phytocyanin 


44 


43 


1178 


gi205640 


Rattus 
norvegicus 


acetylcholine receptor alpha subunit 


53 


44 


1178 


gi4028904 


Rattus 
norvegicus 


nicotinic acetylcholine receptor alpha 4 
subunit 


53 


44 


1179 


gi 1 8375961 


Neurospora 
crassa 


related to ARCA protein 


53 


44 


1179 


gi2935025 


Rhodococcus 
opacus 


protocatechuate dioxygenase alpha 
subunit 


38 


38 


1179 


gil3421646 


Caulobacter 

crescentus 

CB15 


spoU rRNA methyl ase family protein 


39 


40 ! 


11 oU 


©14348558 


Homo sapiens 


cDNA encoding protease domain of 
endotheliase 1 


82 


38 


1 loU 


gjlz45i&4 


Daniorerio 


2:g01 


66 


33 


1180 


gi6137097 


Homo sapiens 


serine protease DESC1 


82 


38 


1 1 O 1 

1 lol 


gi 19528 151 


Drosophila 
melanogaster 


AT26759p 


59 


35 


llol 


gi 16768554 i 


Drosophila 
melanogaster 


GM08606p 


59 


35 


1 1 01 

1 151 


gi7291750 


Drosophila 
melanogaster 


CG4065-PA 


59 


35 


1 loz 


gi 13377880 


Cricetulus 
longicaudatus 


arginine N-methyltransferase p82 isoform 


3253 


85 


1182 


gjl3377882 


Cricetulus 
longicaudatus 


arginine N-methyltransferase p77 isoform 


3253 


85 


1 1R9 


glZlOZODo/ 


Drosophila 
melanogaster 


CG9882-PA 


1213 


36 


1183 


gil91185 


Cricetulus 
griseus 


phosphatidylserine decarboxylase 


1130 


88 


1183 


gi5921491 


Homo sapiens 


dJ858B16.2 (phosphatidylserine 
decarboxylase (PSSC, EC 4.1.1.65)) 


1220 


96 


1183 


^16306618 


Homo sapiens 


phosphatidylserine decarboxylase 


1220 


96 


1184 


gil 1907580 


Mus musculus 


TSC22-related inducible leucine zipper 
3c 


894 


87 


1184 


gi5231131 


Homo sapiens 


TSC-22 related protein 


460 


98 
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1184 


gi5919161 


Homo sapiens 


TSC-22-like Protein 


460 


98 


1185 


gil3874437 


Homo sapiens 


cerebral protein- 1 1 


1461 


68 


1185 


gi 15292367 


Drosophila 
melanogaster 


LD47668p 


510 


41 


1185 


gi2443444 


Homo sapiens 


TEX28 


310 


40 


1186 


gil3543940 


Homo sapiens 


Similar to RDCEN cDNA 2610017G09 
gene 


2568 


99 


1186 


gi 18204520 


Mus musculus 


RIKEN cDNA 2610017G09 gene 


2381 


91 


1186 


gi 16923351 


Homo sapiens 


RbBP-35 


1434 


99 


1187 


gil8676660 


Homo sapiens 


FLJ00229 protein 


931 


91 


1187 


gi5824711 


Caenorhabditis 
elegans 


similar to 7TM chemoreceptor (srd- 
family) 


80 


20 


1187 


gi8825622 


Rattus 
norvegicus 


T cell receptor 


68 


36 


1188 


gi 178653 11 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


4646 


100 


1188 


gil 1095188 


Homo sapiens 


dipeptidyl peptidase 8 


2876 


60 


1188 


gi21265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2217 


58 


1189 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


4069 


100 1 


1189 


gil 1095188 


Homo sapiens 


dipeptidyl peptidase 8 


2454 


59 


1189 


gi21265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2455 


56 


1190 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-like protein 9 


4542 


98 


1190 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


2810 


60 


1190 


gi21265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2151 


57 


1191 


gi337508 


Homo sapiens 


ribosomal protein 


554 


99 


1191 


gi57724 


Rattus rattus 


ribosomal protein S25 


554 _^ 


99 


1191 


gil2805251 


Mus musculus 


ribosomal protein S25 


554 


99 


1192 


gi208176 


synthetic 
construct 


D2-T antigen 


61 


40 


1193 


gi7328583 


Drosophila 
melanogaster 


mechanosensory transduction channel 
NOMPC 


851 


28 


1193 


gi7385113 


Bostaurus 


ankyrin 1 


777 


30 


1193 


gil 1065673 


Caenorhabditis 
elegans 


Y71A12B.4 


778 


28 


1194 


gi7672669 


Homo sapiens 


serine protease Htra2 


1890 


100 


1194 


gi 12652695 


Homo sapiens 


HtrA-like serine jprotease 


1890 


100 


1194 


gi5870865 


Homo sapiens 


serine protease 


1890 


100 


1195 


gi349449 


Homo sapiens 


A3 adenosine receptor 


904 


100 


1195 


gil 3559064 


Homo sapiens 


bA552Ml 1.6 (adenosine A3 receptor) 


904 


100 


1195 


gi20988265 


Homo sapiens 


adenosine A3 receptor 


904 


100 


1196 


gi21645219 ! 


Drosophila 
melanogaster 


CG15671-PA 


299 


37 


1196 


gi9864185 


Drosophila 
melanogaster 


Crossveinless 2 


299 


37 


1196 


gi7768636 


Xenopus laevis 


Kiclin 


276 


34 


1197 


gil 8480772 


Mus musculus 


olfactory receptor MOR101-2 


1415 


84 


1197 


gil8479346 


Mus musculus 


olfactory receptor MOR101-1 


1334 


82 


1197 


gi3769616 


Rattus 
norvegicus 


olfactory receptor 


973 


86 


1198 


gi498768 


Serratia 
marcescens 


Deoxyadenosyl-methyl transferase 


339 


51 


1198 


gil 0799034 


Vibrio cholerae 


DNA adenine methylase 


332 


54 


1198 


gi!0799036 


Yersinia 
pseudotubercul 

osis 


DNA adenine methylase 


331 


52 
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1199 


gil6974751 


Gallus gall us 


CALH 


338 


37 


1199 


gi666121 


Xenopus laevis 


cpl-1 


293 


33 


1199 


gil213589 


Xenopus laevis 


Prostaglandin D Synthase 


292 


33 


1200 




i nerrnosynecno 
coccus 

plrvriors'fiio RP_1 


asparaginyl-tRNA synthetase 


1057 


46 


1200 


eil7132791 


7120 


asparagmyl-tRNA synthetase 


1027 


46 


1200 


gil9713460 


Fusobacterium 

niicleatiim 

itllblWUUlU 

subsp. 
nucleatum 
ATCC 25586 


Asparaginyl-tRNA synthetase 


1013 


43 


1201 


gil 8088970 


Homo sapiens 


Similar to RDCEN cDNA 4933400E14 

ppnp 


1263 


99 


1201 


gi20067381 


Homo sapiens 


AT MSI nrntpin 


249 


41 


1201 


gt21552774 


Mus musculus 


Almstrom syndrome 1 protein 


219 


38 


1202 


gi347134 


Hntnn oanif*nc 


succinate dehydrogenase flavoproiein 

CltKi in if 


495 


92 


1202 


gil2655061 


Homo sanien<j 


succinate dehydrogenase complex, 

aliUlinil rV, IlaVOprOiem {rp) 


495 


92 


1202 


gi506338 


Homo sapiens 


flavoprotein subunit of complex II 


495 


92 


1203 


gil 8490322 


Homo Qar»ip«nc 


oimiiar to KUSJtSN CLHN A O330404M18 
gene 


2241 


99 


1203 


gi21928186 


MLK TTIHQflllllQ 

"MM UlUObtUUi) 


wri-gainiTia vjr igamma4 


1471 


61 


1203 


gi 17946082 • 


Drosophi la 
melanogaster 




688 


47 


1204 


gi9957165 


Homo sapiens 


alnhaCP-'* 


1 Til 


100 


1204 


gi9957161 


Mus musculus 


alphaCP-3 


1708 


99 


1204 


gil5082311 


Homo <5a"nipn<! 


omuiar to poiytrL^omuing protein 3 


840 


99 


1205 


gil4574118 


Caenorhanditi*! 
elegans 


cicgans jLir i - 1 y protein 


239 


31 


1205 


gil2328595 


Heterodoxus 
macropus 


NADH dehydrogenase subunit 2 


79 


29 


1205 


gil8378695 


Bufo maculatus 


NADH dehydrogenase subunit 2 


75 


24 


1206 


gil89760 


Homo sapiens 


pyruvate dehydrogenase beta-subunit 


1710 


96 


1206 


gi 189762 


Homo sanien*; 


pyruvate Qenyqrogenase isi-Deta su burnt 


1710 


96 


1206 


gil90792 


Homo sapiens 


pyruvate dehydrogenase El -beta subunit 
precursor 


1710 


96 


1207 


gi688292 


Homo sapiens 


calmitine; calsequestrine 


2029 


100 


1207 


ei26 18621 




skeletal muscle calsequestrin 


1938 


94 


1207 


gi 164842 


Oryctolagus 

ini /*i ill ■ o 
CUlllLUIUS 


calsequestrin 


1908 


94 


1208 


ei22295775 


IlkPffVIADIIIiartllA 

i iiciiiiuoyiiccno 
elongatus BP-1 


r-z : 

penplasmic sugar-binding protein of 
sugar Act transporter 


65 


35 


1208 


gi2622963 


Memanothermo 
bacter 

thennautotrophi 
cus str. Delta H 


conserved protein 


59 


30 


1208 


gil8377999 


Drysdalia 
coronata 


NADH dehydrogenase subunit 1 


61 


34 


1209 


gill034760 


Homo sapiens 


NIBAN 


3692 


99 


1209 


gil0432376 


Homo sapiens 


bG56G5.1 (novel protein) 


3334 


99 


1209 


gill022733 


Mus musculus 


Niban 


2320 | 67 
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1210 


gi2982508 


Homo sapiens 


TCR beta chain 


1292 


93 


1210 


gi3002925 


Homo sapiens 


T cell receptor beta chain 


1281 


93 


1210 


gi36733 


Homo sapiens 


T cell antigen receptor beta chain 


1028 


75 


1211 


gil2006041 


Homo sapiens 


AD038 


761 


98 


1211 


_gi 14 189960 


Homo sapiens 


PRO0764 


141 


53 


1211 


gil9072857 


Homo sapiens 


lung squamous cell cancer related protein 
LSCC-3 


129 


60 


1213 


gi2995719 


Homo sapiens 


protocadherin 43 


4792 


100 


1213 


gi20072790 


Homo sapiens 


protocadherin gamma subfamily C, 3 


4777 


99 


1213 


gi5456977 


Homo sapiens 


protocadherin gamma C3 


4777 


99 


1214 


gi337487 


Homo sapiens 


Ro ribonucleoprotein autoantigen (Ro/SS- 
A) precursor 


1747 




1214 


gi!79882 


Homo sapiens 


calreticulin 


1747 


99 


1214 


gi22203354 


Cncetulus 
griseus 


calreticulin 


1687 


95 


1215 


gi200964 


Mus musculus 


serine 2 ultra high sulfur protein 


319 


52 


1215 


gi3228237 


Homo sapiens 


ultra high sulfer keratin 


281 


49 j 


1215 


gi200962 


Mus musculus 


serine 1 ultra high sulfur protein 


281 


50 


1216 


gi 13940422 


Macaca 
sylvanus 


ATPase subunit 8 


56 




1217 


gi5917716 


Gallus gallus 


sprouty 2 


60 




1217 


gi!4275701 


Influenza virus 


matrix protein 2 


62 


32 


1217 


gi2738577 


Homo sapiens 


connexin46.6 




w\ 
DV 


1218 


gi 17223709 


Homo sapiens 


selenoprotein SelM 


235 


100 


1218 


gil7223711 


Mus musculus 


selenoprotein SelM 


IRS 
IOC 


/O 


1218 


gi7380925 


Bostaurus 


Fc gamma receptor III 


73 


45 


1219 


gil5025778 


Clostridium 
acetobutylicum 


Predicted membrane protein 


DU 


30 


1219 


gi!3752743 


Serratia 
marcescens 


TrpG 






1219 


gi20906991 


Methanosarcina 
mazei Goel 


Cation transporter 


62 


29 


1220 


gi535358 


Neisseria 
gonorrhoeae 


Opal5063G 


60 


50 


1220 


gi 1480793 


Neisseria 
meningitidis 


Opall 


58 


47 


1221 


gi992950 


Homo sapiens 


OPN-c 


1426 


98 


1221 


gil89151 


Homo sapiens 


nephropontin precursor 


1377 


on 


1221 


gil001963 


Homo sapiens 


osteopcmtin 


1377 


90 


1223 


gil8088363 


Homo sapiens 


advanced glycosylation end product- 
specific receptor 


2004 


99 


1223 


gil841550 


Homo sapiens 


receptor for advanced glycosylation end 
products 


9004 


oo 


1223 


gi6691626 


Homo sapiens 


advanced glycation endproducts receptor 


2004 


99 


1224 


gi3 157464 


Therm us sp. A4 


integral membrane protein 


77 


38 




glo/ /o3 /[) 


Arabidopsis 
thaliana 


F1504.23 


65 


37 


1224 
1225 


gil5 156782 
gi37231 


Agrobacterium 
tumefaciens str. 
C58(Cereon) 
Homo sapiens 


AGR_CJ3106p 
DNA topoisomerase D 


59 
8061 


34 

99, 


1225 
1225 


gi3869382 
gi790988 


Homo sapiens 

Cncetulus 

ongicaudatus 


DNA topoisomerase II beta 

DNA topoisomerase (ATP-hydrolysing) 


8048 
7892 


99 
97 
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1226 


eil 0041309 


Homo sapiens 


hFATPl 


3336 


98 


1226 


ri!881713 


Rattus 
norvegicus 


fatty acid transport protein 


3031 


87 


1226 


eil0041307 


Rattus sp. 


rFATP 


3031 


87 


1227 


gi3309176 


Mus musculus 


C0P9 complex subunit 7b 


796 


94 


1997 


mis9i i ?n8s 


A^nc miic/*ii1nc 
iviuo muatuiuo 


Similar to COP9 (constitutive 
photomorphogenic), subunit 7b 
(Arabidopsis) 


793 


93 


1227 


fii 19909525 


Homo sapiens 


DERP10 (dermal papilla derived protein 
10) 


467 


56 


1928 


m6°42096 


Mus musculus 


CBLN3 


938 


93 




oil 80251 i 


Homo saniens 


precerebellin 


551 


58 


1228 


gi5702371 


Mus musculus 


precerebellin-1 


544 


57 


1990 


oil 7861 Q59 


melanogaster 


LD01947d 


1384 


50 


1990 

izzy 


glOOJVWrO 


OV/llIU SwipiWllO 


dJ322I12.1 (novel protein similar to C. 
eleeans C05C8.6 (Tr.016313)) 


336 


100 


1229 


gi21411108 


Mus musculus 


Similar to BTB domain protein BDPL 


211 


32 


IZ3U 


gJ6 13/33/ 


urosopniia 
melanogaster 


SnlTOI'I'n 9 

allK.yiiii 


729 


30 


1230 


gi710551 


Mus musculus 


ankyrin 3 


734 


29 


1230 


•iO/(l O/T/C 

giiS4iyoo 


Rattus 
norvegicus 


nnln/Tin 

anKynn 


700 


30 


1231 


gjzloo/ZlZ 


Homo sapiens 


DaGtCnUlUcU/ [JCI ill Cell/ill i jr luwinuuig 

protein-like 2 


2384 


98 


1231 


gi20387085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 

fka /»+Ari A a 1 /iwm pnhi 1 i tv-t Tl (TTeasi n S? 

protein>l 


672 


31 


1231 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 

^UaO IC 1 1 wlUU U pCil lx\*<tXJH lljr u *ui baaiiig 

protein) like-2 


667 


30 


1Z3Z 


rrlOl ££7919 

gizioo/ziz 


rtomo sapiens 


Ka rtpHri Hal/nprrnRahilitv-increasinc 
protein-like 2 


2389 


99 


1232 


gi20387085 


Oncorhynchus 


LBP (LPS binding protein)/BPI 
fharteri c i dpi /nerm eabi litv-increiisiDC 
protein>-l 


664 


31 


1232 


gi20387087 


Oncorhynchus 
myiuss 


LBP (LPS binding protein)/BPI 

(Wck rteri H Hal /nermeahil itv-increasinc 

protein) like-2 


659 


30 


1Z33 


gizioo/ziz 


riomo sapiens 


Kar»+Ari/»tHn1/iinrmrahi1itv-increa!nrie' 
protein-like 2 


2595 


99 


1233 


glZU3o/l/oD 


wncomyncnus 
mykiss 


r RP (\ PS hindinff tiroteinVBPI 
(bactericidal/permeability^increasing 

nroteillVl 


698 


31 


19^ 


«ri9frt 87087 


Onnnrhvnrliiis 

mykiss 


LBP (LPS binding protein)/BPI 
(bacteTicidal/permeabiUty-increasing 
protein) like-2 


693 


30 


1234 


gil9569876 


Dictyostelium 
discoideum 


SIMILAR TO HYPOTHETICAL 26.2 
KD PROTEIN 


247 


26 


1234 


gi219U68 


Arabidopsis 
thaliana 


contains similarity to myosin heavy chain 


187 


27 


1234 


gi603379 


Saccharomyces 
cerevisiae 


Yerl39cp 


145 


28 


1?V> 


gil 1493528 


Homo sapiens 


PR01953 


671 


100 


1235 


gil9912632 


Eulemur | MHC class II antigen 


56 


33 
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Sn trips 
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score 
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identity 






rubri venter 








1235 


oi1QQ12630 


Rulemur 
macaco macaco 


MHC class II antigen 


55 


33 


1236 


mi 7065 951 


Ostertagia 
ostertagi 


collagen 


70 


35 


1236 


gil58077 


Drosophila 
robusta 


period protein 


69 


38 


1236 


gi497417 


Glycine max 


dehydrin-like protein 


81 


27 


1237 


m3068592 


Mus musculus 


punc 


2396 


94 


1237 


gil9570398 


Homo sapiens 


hDDM36 


890 


41 


1237 


«ri1 1R69Q41 


N/fii<i mii<^n1ii<« 

1T1UO UlUOvUlUO 


DDM36E 


892 


41 


19^R 


oil 9ft>7401 




NUF2R 


2347 


99 


1/.J0 


oil 4117009 




kinetochore nrotein Nu£2 


2347 


99 


i zoo 






NUF2R 


1754 


73 


1239 


gi2494126 


Arabidopsis 

UlaJlaila 


Contains similarity to Chlamydia outer 
membrane nrotein ( f?blX535 1 2^ 


94 


23 


1239 


gil9887475 


Methanopyrus 

lranHlpri AV1Q 


Uncharacterized protein conserved in 


68 


34 




glXlO*tO I ID 


v^iu oroDi um 
tepidum TLS 


i*ifwc/\nrm1 tvntiMTi S90 


67 


29 






xiomo sapiens 


bcnidpiiUi ill \ju imjxuuij *t 


5658 


98 


1240 


gi21634823 


Homo sapiens 


semaphorin 6D isoform 3 


3106 


96 


1240 


gi21634827 


Homo sapiens 


semaphorin 6D isoform 1 


3106 


99 


1241 


gj9949555 


Pseudomonas 
aeruginosa 


probable pyruvate dehydrogenase El 
component, alpha subunit 


71 




1241 


gj48708 


Mycobacterium 
tuberculosis 


ORFal (AA 1 - 74) 


58 


37 


lIAV 


glJU /djZ 


Homo sapiens 


promymosin aipna 


54 


35 




mQI 1 


Ayieua 

fasti diosa 9a5c 




43 


34 


Iz4z 


gJJ3 /UUJUx 


Staphylococcus 
aureus subsp. 
aureus inji d 


xaninine pnospnonix»yiuauaieniAC 


45 


35 


10 AO 


€n91901*;9Q 


aureus subsp. 


vnntViinR Tdiricnhnrilvvcvltrancfenisfi 

AallUlLIlC |/11U3|I1IUI IUUojriu<uxoi.v»iao*» 


45 


35 


1243 


gi21671105 


Homo sapiens 


RAD52B 


1134 


100 


1 0A*X 






RTKFN rDNA 2410008M22 ffene 


829 


74 


1243 


gi21594785 


Homo sapiens 


Similar to RIKEN cDNA 2410008M22 


572 


97 


1244 


gi6013381 


Rattus 


TM6P1 


147 


47 


lO/M 


oi1Q/lVWl44 


Vaiic m 1 1 or* 1 1 1 1 1 c 

IVi lio lUUOVUI US 


unCFN cDNA 2610318G18 eene 


127 


31 








"\/WQV-iTiffiio*»f1 nrnfpirwfi 
v no v jjiuutcu j/i uusiir^ v 


118 


31 


1245 


gi6013381 


Rattus 
norvegicus 


TM6P1 


272 


36 


1245 


gi21428644 


Drosophila 
melanogaster 


LP10820p 


256 


42 


1245 


gi20270909 


Oncorhynchus 
mykiss 


VHSV-induced protein-6 


190 


29 


1246 


gil 1993700 


Homo sapiens 


melastatin 2 


1194 


100 


1246 


gi3243075 


Homo sapiens 


melastatin 1 


1057 


83 


1246 


gi3047242 


Mus musculus 


melastatin 


1050 


83 


1247 


gil8044366 


Homo sapiens 


Similar to MBGF10 protein 


3468 


99 
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1747 


oil 7^8605'* 


iVXUo IlludUUlUo 


JeHi nrntpin 

J wUI |/1 \J IpwUI 


2280 


51 _j 


1747 
lZ*r / 


ml 87^76^8 
glloZ3ZO.JO 


K^no mi t cmiln c 

rviiio muocuiuo 


TpHi-7^1* n rot pin 
J GUI / JU yfl U twill 


2280 


51 


1748 


m'7n0878Bft 


rvius muscuiui* 


Similar in PTTT-rp^nnn^i ve osteosarcoma 
XK\ rrrrrfpin 


3586 


87 


1*>A8 
lZ*to 


gWD ooUo / 


xiomo Sapiens 




2264 


92 


1248 


gi21595711 


Homo sapiens 


Similar to PTH-responsive osteosarcoma 

R 1 rwnt pin 


1546 


100 


17 AO 


ml 001^471 


ilOIDU aaplCIlo 


similar to HJR4N70 1 1 {novel nrotein 

Oil 1111(11 IAJ IUOTItAVi 1 . 1 yilUTW piUU/lll) 

isoform 1^ 


1265 


99 


1249 


©13591434 


Homo sapiens 


dJ84N20.1.2 (novel protein, isoform 2) 


1160 


100 


1740 


gi jl j jyitj j 


Hnmn ojinipn*? 

rXUlLIU EMapiClld 


dJ84N20 1 1 (novel nrotein. isoform 1^ 


976 


99 


17SO 


gl 1 UUUJ JOl 




H-revl07-like nrotein 5 


1451 


100 


17^fl 


cji"7 1707080 

&1X 1 /U/707 


Hfinrin cjittsptiq 
numu dapiciio 


Similar to H-revI 07-lilce nrotein 5 


1376 


96 


i7^n 




numu safjicuo 


rpfinniH inrhiriHIp ffene 1 


382 


54 


1251 


gi21263094 


Rattus 

nurvcgii/Uo 


tramdorin 1 


1667 


81 


19^1 


giz i zojuyz 


IVIUS UiUSCUlUS 


UHiIlilUl 111 1 


1664 


82 


1251 


&2 1908026 


Mus musculus 


proton/amino acid transporter 2 


1664 


82 


1 1CO 

1252 


gll45 /iyu4 


Rattus 
norvegicus 


lysosomal ammo aciu uransponer i 


1600 


87 


1252 


glZiy0oU24 


Mus musculus 


proton/ amino acia uansporccr i 


1UOJ 


87 


1252 


gi21263092 


Mus musculus 


tramdorin 1 


1294 


66 


1253 


gi2 1595630 


Homo sapiens 


5>rmilar to torkneaa Dox 


7^ 


44 


1253 


gil0580569 


Halobacterium 
sp. NKOl 


trans lesion repair; YqjH 


69 


51 


1253 


gi557673 


Sus scrofa 


BM88 antigen 


72 


41 


1254 


* a y r r\r\ 

gi 1669500 


Mus musculus 


fibroblast growth factor homologous 
factor 1 


01*7 


OA 


1254 


gi 1563885 


Homo sapiens 


tibroDiast growtn tactor nomoiogous 
factor 1 


017 


on 
y\j 


1254 


gil4317951 


Rattus 
norvegicus 


fibroblast growth factor homologous 
lacior id 


916 


98 


1 occ 
I ZD J 


gll33zy 14J 


Homo sapiens 


Qimilor frk PlI^RM cnMA 17ftO010H1^ 
oUTUiar 10 tviivjCtiN cl/ln/\ i /uwiunu 

gene 


770 


100 


1255 


gil9263005 


Ciona 
intesunaks 


leucine-rich repeat dynein light diain 


759 


75 


1 0^ 


glZ/OUlOl 


/vninoci uans 


r\j iter arm Hv/npin 1i cKt r*nain 7 
uuiur tu ill uyiicm iigiit uiiain x 


656 


68 


1256 


gi!2666529 


Mus musculus 


b,b-carotene-9 , > 1 0'-dioxygenase 


2356 


80 


17^£ 


ot4001871 


/\in Dystonia 

♦i ftnni tin 

ngnnuiii 


RPPfi'J nrntpin * rptinsil ni trmpnt 
pnitViplinm n>S -nrntpin 

CplillCllUlll w |/IVilCIlJ 


1125 


44 


1Z,_>U 


(nil 000768 


IVlllo iULUtOUllla 


heta-heta-caroteiie 15 15'-dioxvffenase 


1110 


42 


17^7 




lYlUO lllUoOUlUo 


h H-carofcerie-Q 1 1 (V-Hioxvp'enase 


2305 


81 


1257 


gi4001821 


Ambystoma 
tigrinum 


RPE65 protein; retinal pigment 
epithelium 65-protein 


1122 


44 


1257 


gil 1990268 


Mus musculus 


beta,beta-carotene lSjlS'-dioxygenase 


1113 


42 


1258 


gil8490501 


Mus musculus 


RIKEN cDNA 2010002A20 gene 


868 


76 


1258 


gi61 


Bostaurus 


calmodulin-independent adenylate 
cyclase 


166 » 


29 


1258 


gil5559697 


Homo sapiens 


Similar to neural cell adhesion molecule 1 


165 


29 


1259 


gi21748488 


Homo sapiens 


FU00277 protein 


50 


52 


1259 


gi2331293 


Mus musculus 


preprocorti statin 


73 


40 


1259 


gil335910 


Rattus 
norvegicus 


preproc orti stati n 


58 


36 
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1960 


o\ 1 07Q734 


N^iic mi]cni1n<£ 

1VJ.UO IllUOvUlUd 




1291 


94 


1260 


gi3599509 


Mus musculus 


rha/rac-interactrag citron kinase 


1286 


94 


lzou 


glZ /*K3 o**-U 


P affile 

11 Ul VCglLUo 


rw\cf cvnanfio Hf*nQifv nrntein* citron 


1262 


93 


1x01 


oil 471 *fv>Q 


TiiTiic mncriiliic 

iviuo iiiubuwiio 


ci*rinp ( irr rvotftiTift"! nrntein ase inhibitor 
clade E (nexin, plasminogen activator 
inhibitor type 1), member 2 


407 


39 


1961 


piSS1065 


Mus musculus 


protease-nexin 1 


406 


38 


1961 


m412157 


Hnnrirt ^mniftiiK 


gliar-derived neurite-promoting factor 
(GdNPF) 


397 


38 


1262 


gi4323581 


Homo sapiens 


senescence-associated epithelial 
membrane protein 


223 


97 


1969 


«H 1591 4678 


Homo saniens 


claudin 1 


223 


97 




t»i73 81083 


Homo sauiens 


claudin- 1 


223 


97 


1263 


Pt2 1634445 


Homo sapiens 


GTP-binding protein Sara 


449 


57 


1963 


H 13549685 

£1 1 JJT/.UOJ 


Mus musculus 


SARI protein 


446 


54 1 


1963 


oiRQ96905 


HYvmn <!JiT>ipn«j 


SARI 


445 


54 


1964 


oil 1558964 


Hnmn ^aniens 


sphingosine-l-phosphatase 


697 


37 


1264 


gil3447199 


Homo sapiens 


sphingosine-l-phosphate phosphatase 


683 


37 


1Z04 




K/Tiio muesli lucf 

ivius museums 


ajJlUIlgVJo LUv- 1 JJllUoLJllu.lt» 

nh nonfi nil vrlml a op 


691 


38 


1265 


&u 


Bostaurus 


BoWCLl 


1026 


37 


10/;* 
IZCD 


glD 1 u /y^w 


tlODlO SapiCIlo 


mi 63 


1093 


40 


1ZOD 


gljlZi^fZ 


Unm n com *>n c 

rioiiiu s<i|jiciio 


Ml 30 antifrpn 


1093 


40 


I zoo 


cn*14 




BoWCl 1 

OKI YJ Vy 1.1 


1026 


37 


1266 


gi5107945 


Homo sapiens 


CD163 


1093 


40 


1ZOO 


cril19149 

gjj lZl*fZ 


noniu ha pi c iio 


M1 30 anticrpn 

JtHJU dllllgCll 


1093 


40 


1267 


gil8873700 


Necator 
americanus 


NADH dehydrogenase subunit 2 


69 


32 


1267 


gi20338417 


Gall us gall us 


potassium channel subunit 


57 


31 


1267 


gi39641o 


Escherichia coli 


similar 10 in eurospora crassa pnospnaic- 
repressible phosphate permease 


79 


42 


1268 


gi2ioiy4yi 


Homo sapiens 


similar 10 expresseo sequence AwuHjwt 


778 
/ to 


100 


1268 


gi6572294 


Homo sapiens 


bA262A13.1 (novel protein) 


251 


49 


1268 


gtl61662 


Tribolium 
castaneum 


zinc finger protein 


60 


96 


1 0£A 
lZOSJ 


glZl3yi 33z 


Haemophilus 

iniiuenzae 

biotype 


ecu ciajncnuiiion-iiivc piutcni 


55 


31 


1269 


gil762771 


Pleurodeles 
waltl 


homeodomain-containing protein 


66 


35 


1269 


gil9528253 


Drosophila 

Hit/ J cu lugooici 


GH13327p 


53 


41 


1270 


gil8033185 


Danio rerio 


UNC45-related protein 


3103 


73 


1270 


gil2248757 


Homo sapiens 


SMAP-1 


2393 


57 


1270 


gil2248771 


Homo sapiens 


SMAP-lb 


2393 


57 


1271 


gi21064657 


Drosophila 
melanogaster 


RH01479p 


185 


39 


1271 


gi7304173 


Drosophila 
melanogaster 


CG1577-PA 


185 


39 


1271 


gi20150011 


Pseudomonas 
fluorescens 


MmplV 


89 


36 


1272 


gi9366656 


Trypanosoma 


probable similar to ring-h2 ringer protein 


76 


55 
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brucei 


rhala. 






mi 


gi6714271 


Arabidopsis 
thaliana 


F6N18.7 


59 


36 


1272 


" 1 f\ A A f\ A*% A 

gi 10440424 


Homo sapiens 


rUUU04/ protein 






1273 


gil5823642 


Homo sapiens 


ALS2CR7 


2038 


100 


1273 


gi2645810 


Mus musculus 


Pftaire-1 


1 1 fVC 

1195 


68 


1273 


gi2392814 


Mus musculus 


PFTAIRE kinase 


1190 


67 


1274 


gi2407911 


Homo sapiens 


differentially expressed in Fanconi 
anemia 


71 A 

714 


96 


1274 


gi21595389 


Homo sapiens 


similar to FYVE finger-containing 
phosphoinositide kinase (1- 
phosphatidylinositol-4-phosphate kinase) 
(PIP5K) (PtdIns(4)P-5-kinase) (p235) 


89 


27 


1274 


gi330134 


human 
herpesvirus 1 


latency-related protein 1 


87 


46 


1275 


gi21908028 


Homo sapiens 


a disintegrin and metalloprotease domain 
33 


4205 


97 


1275 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


4204 


97 


1275 


gi!3157560 


Homo sapiens 


dJ964F7.1 (novel disintegrin and 
reprolysin metalloproteinase family 
protein) 


3916 


97 


1276 


gi530876 


Chlamydomona 
sreinhardui 


amino acid feature: Rod protein domain, 
aa 266 .. 468; amino acid feature: 
globular protein domain, aa 32 265 


138 


35 


1276 


gil41852 


Actinomyces 
vise os us 


sialidase 


137 


30 


1276 


gil 3926258 


Arabidopsis 
thaliana 


AT5gl0430/F12B17J220 


110 


34 


1277 


gil5291913 


Drosophila 
melanogaster 


LD31582p 


201 


36 


1277 


gi 16648042 


Drosophila 
melanogaster 


GH07105p 


131 


39 


1277 


gil641611i 


Neurospora 
crassa 


related to suppressor protein SPT23 


129 


43 


lZ/o 




Oryctolagus 
cuniculus 


: 7 iz — — a dm 

ammopepbdase N; APN 


1U 10 


JO 


1278 


gt525287 


Sus scrota 


aminopeptidase N. 


1012 


39 


1278 


gi205109 


Rattus 
norvegicus 


kidney Zn-peptidase precursor 


1004 


39 


1279 




Homo sapiens 


dAjjzMI i.j (novel protein) 


I'M 


inn 


10*70 




Homo sapiens 


ADUZO 


/DO 


OR 

yo 


1279 


gi!9263987 


Homo sapiens 


similar to CMRF35 ANTIGEN 

DD T30T TX> QC\X> 


131 


32 


1280 


gi2773306 


Equus caballus 


type II collagen 


69 


31 


1280 


gi3o 87594 


Canis familiaris 


type LIB procollagen 


oy 


Ji 


17R0 




Yrv> A of 

plasmid Collb- 
P9][PlasmidF 






26 


1281 


gi9927307 


Mus musculus 


junctophilin type 3 


59 


42 


1281 


gi5881591 


Gallus gallus 


homeodomain protein 


78 


38 


1281 


gill095167 


Bacteriophage 
AR1 


gp38 


76 


34 


1282 


gil3938232 


Homo sapiens 


Similar to R1KEN cDNA 2610005H1 1 
gene 


78 


32 


1282 


gil3883774 


Mycobacterium 


NAD-dependent epimerase/dehydratase 


83 


31 
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c 

score 


jrercenioge 

iflftnTTTA/ 

lllcUUljr 






tuberculosis 
CDC15M 


family protein \ 






1282 


gi5881591 


Gal I us gallus 


homeodomain protein 


78 


38 


1283 


gil3938232 


Homo sapiens 


Similar to R1KEN cDNA 2olOU05m 1 
gene 


*7Q 

to 


lO 

3Z 


1283 


gi 13883774 


Mycobacterium 

tuberculosis 

CDC1551 


VI A TV J 1 X * - - - r. j-_/_rl ,-i.Vi.^rjlu.JI-ljLJlJ-L. 

NAD-dependent epimerase/denydratase 
femily protein 


83 


11 


1283 


gj5881591 


Gallus gallus 


homeodomain protein 


78 


38 


1284 


gjl5779156 


Homo sapiens 


Similar to KIKJiN CDNA 1o1UU/3inU4 
gene 


4U3/ 


1 AO 
1UU 


1284 


gi 13097045 


Mus musculus 


Similar to RIKEN cDNA 1810073N04 
gene 


1 TOT 

172/ 




1284 


• 1 ft A ATI ft ft 

gi 18447388 


Drosophila 
melanogaster 


Rfi05944p 


/ 10 


19 


1285 


gi2 1626874 


Drosophila 
melanogaster 






AA 


1285 


gi7302281 


Drosophila 
melanogaster 


CG9410-PA 


354 


46 


1285 


gi21 166086 


Dictyostelium 
discoideum 


Nucleoside diphosphate kinase 


164 


30 


1286 


gi20977688 


Xenopus laevis 


— . 

tumorhead 


AAA 


^i 


1286 


gi 19070822 | 


Mus musculus 


Myb protein P42POP 


132 


29 


1286 


gi9652255 


Ovis aries 


DNA binding protein pur-alpha 


ha 
/o 




1287 


gi 1006932 ! 


Visna virus 


envelope polyprotein 


61 


48 


1287 


gi6469042 


Mus musculus 


CI 84M protein 


/3 


oo 
zo 


1287 


gi20988388 


Mus musculus 


Similar to mammary tumor virus receptor 
2 


*71 

15 


Zo 


1288 


gi 12309630 


Homo sapiens 


bA438B23.1 (neuronal leucine-rich 
repeat protein) 


315J 


11 


1288 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


3ZZ 


11 
31 


1288 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


322 


31 


1289 


gil6769274 


Drosophila 
melanogaster 


LD22423p 


222 


24 


1289 


gi 18700635 


Homo sapiens 


importin 4 


I i J 


oi 

Z3 


1289 


gi 13277562 


Homo sapiens 


Similar to RIKbN cDNA &43U408U1D 
gene 


1 1 i 

1 13 


OI 
Z3 


1290 


*fttf/M A O f 

gi21391486 


Mus musculus 


leucine-rich repeat domain-containing 
protein 


/tin 

*r3U 


HO 


1290 


•ni /Til 1Af\ 

gl2 1623 740 


Rattus 
ncrvegicus 


Leucine-rich repeat-containing protein 3 






1290 


m*>l 1Q\A9A 

gIZ13yi4o4 


Homo sapiens 


ieucme-ncn repeal uomdm-couuuiuiig 

r-\rfttoi n 




1Q 


LZyl 


glZLOZf j*fU 


noiiiu sapiens 


vvlalllJUC IvlIlaoC 


1611 


100 


1291 


gi21624342 


Mus musculus 


ceramide kinases 


1374 


86 


1291 


gi!6768660 


Drosophila 
melanogaster 


HL01538p 


292 


41 


1292 


gi50369 


Mus musculus 


precursor protein (AA -34 to 244) 


204 


32 


1292 


gi3 12590 


Mus musculus 


biliary glycoprotein 


204 


32 


1292 


gi3549152 


Homo sapiens 


R29124 1 


187 


32 


1293 


gi50369 


Mus musculus 


precursor protein (AA -34 to 244) 


204 


32 


1293 


gi312590 


Mus musculus 


biliary glycoprotein 


204 


32 


1293 


gi3549152 


Homo sapiens 


R29124 1 


187 


32 


1294 


©21411450 


Mus musculus 


similar to FLJ00179 protein 


1159 


91 
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s 
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identity 


1 Oft/1 

izy4 


gllB0/CO04 


Homo sapiens 


ivljuui /7 protein 


993 


99 


1294 


gi 17945 392 


Drosophila 
melanogaster 


KtU /4DZp 




59 


1295 


gi7708438 


Homo sapiens 


dJooDAlu.i (similar to cere De inn 
precursory 




inn 


i on« 


glD/OZJ / I 


— — 

Mus muse ul us 


precereoeuin- 1 


699 


70 


i one 


glloOZM 


Homo sapiens 


precereDeinn 


696 


74 


1 Oft<C 

1296 


gL39010Zo 


Homo sapiens 


neurotensin receptor 2 


1436 


100 


1 'MIC 

lZ9o 


gll4oJDoO 


Rattus 
norvegicus 


in J kz recep lot 


1073 


76 


1/90 


gii /o4ouyo 


Mus muse ul us 


iuw rti unity iicui uiclimm i%ms\jimm 


1072 


77 


1298 


gi6624583 


Homo sapiens 


dJ61B2.1 (bullous pemphigoid antigen 1 


1342 
5 


100 


i one 


gl4031Z4 


— — ; 

Homo sapiens 


duuous pciiipmgoia antigen 


9121 


92 


lOftO 


gllOU/ /ool 


Mus muse ul us 


duuous pempmgoia antigen i-e 


6442 


67 


1299 


gi21 14176 


Homo sapiens 


p97 homologous protein 


100 


23 


1299 


gi 12654337 


Homo sapiens 


craniofacial development protein 1 


inn 

L\J\J 


9^ 


1299 


gj3341899 


Homo sapiens 


BCNT 


inn 
iuu 


9^ 


1300 


gi6572294 


Homo sapiens' 


dA2oZA13.1 (novel protein) 


AQQ 


inn 

IUU 


1300 


gi21619491 


Homo sapiens 


similar to expressed sequence AW049604 


260 


42 


1300 


gi2460196 


Monodelpbis 
domestica 


immunoglobulin Igh@ variable domain 


OD 


3/ 


1301 


gi 18676652 


Homo sapiens 


J7T IftAOOC wiw-.nt-niw* 

rU 00223 protein 


i /y 


inn 

IUU 


1301 


gi2632952 


Bacillus subtil is 


yeoD 


DO 


«i 
j l 


1301 


gi20749947 


Drosophila 
virilis 


fruitless class I male isoform 


50 


40 


1302 


gil8676652 


Homo sapiens 


FLJ00225 protein 


444 


97 


1302 


gi2632952 


Bacillus subtilis 


yebD 


CO 

j9 


AQ 
45 


1303 


gi342299 


Macaca 
fascicularis 


preprosomatostatin 


zzo 


inn 

1UU 


1303 


gi338288 


Homo sapiens 


preprosomatostatin I 


zzo 


i nn 


1303 


gi21619156 


Homo sapiens 


somatostatin 


226 


100 


1304 


gil4249944 


Homo sapiens 


Similar to bromodomain-containing 4 


109 


30 


1304 


gi2865615 


Leishmania 
peruviana 


acidic ribosomai protein PI 


93 


30 


1304 


gi343452 


Tarsius 
bancanus 


involucrin 


114 


24 


1305 


gi219894 


Homo sapiens 


80K-L protein 


124 


26 


1305 


gi 187387 


Homo sapiens 


myristoylated alanine-rich C-kinase 
substrate 


122 


o< 
Zo 


1305 


gil3562004 


Nepbila 

madagascariens 

is 


major ampullate spidroin 2-like protein 


140 


33 


1306 


gi2 1744725 


Homo sapiens 


glycosyJ-pnospnan dyl-inositol-MAM 


lD4o 


4o 


l juO 


oi759Q^Q7 
gl/jZSOy / 


H/vr»"»r* tvmtprio 
rTUIIlO sxipiCIla 


dJ4n9N9.1 9 (novel nrntein with MAM 

WtvZtli^ k ^IIV/VCl pIULt/llJ Willi 1VJLTVJ.VA 

domain) 


657 


53 


1306 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


591 


52 


1307 


gi4455102 


Brassica rapa 


pollen-specific protein BAN 102 


72 


44 


1307 


gi4096227 


Oryctolagus 
cuniculus 


Ig heavy chain 


68 


31 


1307 


gil7017359 


Talaromyces 
emersonii 


60S ribosomai protein L2 


60 


43 


1308 


gil7429038 


Ralstonia 


PROBABLE ACYIXIOA 


1166 


56 
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solanacearum 


Deri x L/KUOein Add 
OXIDOREDUCTASE PROTEIN 






1308 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


1191 
1 1Z1 


S7 


1308 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


1058 


54 


1309 


gi 17429038 


Ralstonia 
solanacearum 


T>t> r\n adt c Ar«VT rv\A 
DEHYDROGENASE 

fYVTTVM? 17 m Tr*T A QP PP /TTRTM 


1 lOD 


JO 


1309 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


1121 


57 


1309 


,. ; 1 o /il fit 1 

gi 13421911 


Caulobacter 
crescentus j 
CB15 


acyi-uoA aenyarogenase iamny proxein 


lUJO 




1310 


gil9070l24 


Mus musculus 


zinc transporter-like 3 protein 


Wo/ 


OS 


1310 


gl20563l94 


Mus musculus 


zinc transporter 6 


107S 
IV f J 


OA 


1310 


gj9803033 


Caenorhabditis 
elegans 


C. elegans TOC-l protein (corresponding 
sequence ZC395.3) 


970 




1311 


gi854065 


Human 
herpesvirus 6 


T TOO 


9£A 


jj 


1311 


gi2 1928439 


Homo sapiens 


seven transmembrane helix receptor 


1 /4 




1311 


gil8893248 


Pyrococcus 
furiosus DSM 
363 o 


smc-like 


177 


24 


1312 


©5295832 


Homo sapiens 


6721018.2 (protein similar to collagen) 


1142 


100 


1312 


gj6526769 


Homo sapiens 


J±KiHri5ZUU3 


IAS* 


07 


1312 


gi7291408 


Drosophila 
melanogaster 


/-*/-» 1 1 o nt? n a 
tAjl IzUo-rA 


/3o 


41 


1313 


gi 19263985 


Homo sapiens 


.Similar to KlJsJsN cdinA I3uuiu /.buy 
gene 






1313 


gllio2o3Ui/ 




Drosophila 

melanogaster 


LDUZ3 lUp 


S71 




nil 
1313 


gl/lUoo/U 


Homo sapiens 




997 


30 


1314 


-joo non ^O/C 


Homo sapiens 


LTIJf"*|" rtnmoin rvrrkf-oin T A QI 11 

illsv^. 1 uoxnain protein \j i 


1 lw 

o 




1314 


gi684U94 


Homo sapiens 


HSPC272 


9665 


99 


1314 


mom ciom 


Drosophila 

UlClanUgoalCI 




1833 


75 


13 10 


<ri91 S/19SA1 


LlAtYiA com pnc 
rlO 1 11 U aapiCUS> 


Similar tn HTPAP nrntpin 


766 


100 


IjIj 


oini R97<7 

gl 1 J lOZ/J / 


nuLiiu bupicuu> 


HTPAP 


473 


100 


1^1 s 


ai 1 4090Q4Q 


Arant/innctc 
/\J a.LMUUJSol£> 

U loll alia 


nhncnViatirfif* j*piH fiVifn»oli;ifn<;p 
isitu&ijiiauuiw at/iu uuuopi 10 uuw 


317 


50 


1316 


gi21542541 


Homo sapiens 


Similar to HTPAP protein 


1204 


99 


1310 


aim R77<7 
glij 10/ /J/ 


nuiiiu sapicuo 


HTPAP 


915 


100 


1316 


gil4020949 


Arabidopsis 
thaliana 


phosphatidic acid phosphatase 


460 


41 


1317 


gil80l64 


Homo sapiens 


CD7 antigen protein 


1135 


93 


1317 


gi732757 


Homo sapiens 


CD7 antigen 


1135 


93 


1317 


gi 14424540 


Homo sapiens 


CD7 antigen (p41) 


1135 


93 


1319 


gil6416764 


Homo sapiens 


FKSG16 


2369 


99 


1319 


gil3905212 


Mus musculus 


RIKEN cDNA 1200006F02 gene 


1833 


75 


1319 


gi 14715055 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10002C08 
gene 


418 


32 


1320 


gi 16416764 


Homo sapiens 


FKSG16 


323 


98 
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laenuiy 


i ion 




— 

Mus rnusculus 


KJJvtiiS ciJJNA xzuuworvz gene 


7^7 


77 


1320 


gil4715055 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10002C08 
gene 


97 


33 


1321 


• i Ann iff o 

gi 10834558 


Rattus 
norvegicus 


proline arginine-rich end leucine-rich 
repeat protein 


5yz 


DL 


1321 


gi21618473 


Homo sapiens 


proline arginine-rich end leucine-rich 
repeat protein 


389 


32 




gfiliHJ f /D 


Homo sapiens 


prolargin 


'IRQ 

J07 


17 
DL 


1177 
Y51L 




Homo sapiens 


sialic acid binding Ig-like lectin 5 


1A71 


OA 


1322 


gi2411475 


Homo sapiens 


OB binding protein-2 


1473 


84 j 


1322 


gi5759106 


Homo sapiens 


sialic acid binding Ig-like lectin-5; siglec- 
5 


1473 


84 


1323 


gi20258604 


: 

Homo sapiens 


sialic acid binding Ig-like lectin 5 


ID /J 


07 


1323 


gl24 114/5 


Homo sapiens 


OB binding protein-2 


1 17^ 
ID /0 


ff7 

o/ 


1323 


gi5759106 


Homo sapiens 


sialic acid binding Ig-like lectin-5; siglec- 
5 


1375 


87 


1324 


gi20987759 


Homo sapiens 


Similar to ADAMTS-Itke 1 


886 


99 


1324 


gi 15099921 


Homo sapiens 


ADAM-TS related protein 1 


874 


98 


1324 


gi 13 183078 


Homo sapiens 


a disintegnn-hke and metalloprotease 
domain with thrombospondin type I 
motifs-like 3 


603 


73 


1326 


gi757915 


Homo sapiens 


apoCII protein 


427 


89 


1326 


gil78836 


Homo sapiens 


apolipoprotein C-II 


427 


89 


1326 


gi342077 


Macaca 
fascicularis 


apolipoprotein C-II 


371 


78 


1327 


gi21619424 


Homo sapiens 


Similar to LOCI 50580 


All 


100 1 


1327 


gil2656449 


Plasmodium 
falciparum 


erythrocyte membrane protein 1 


63 


25 j 


1327 


gil5384029 


uncultured 

crenarchaeote 

74A4 


extracellular protein 


64 


31 


1329 


gil6033597 


Homo sapiens 


SH2 domain-containing phosphatase 
anchor protein 2d 


1003 


99 


1329 


gi 16033591 


Homo sapiens 


SH2 domain-containing phosphatase 
anchor protein 2b 


991 


99 


1329 


gi 18092655 


Homo sapiens 


immunoglobulin superfamily receptor 
translocation associated protein 3 


985 


99 


1330 


gi4877582 


Homo sapiens 


lipoma HMGIC fusion partner 


728 


63 


1330 


gil4272235 


Homo sapiens 


bA183L8.1 (lipoma HMGIC fusion 
partner) 


445 


61 


1330 


gi 15292437 


Drosophila 
melanogaster 


LP10272p 


187 


Of 

25 


1331 


gi 1742641 8 


Mus rnusculus 


calmodulhvrelated protein 


TOO 




1331 


gi 12060826 


Homo sapiens 


serologically defined breast cancer 
antigen IN Y-BK-zU 


610 


77 


1111 


oi5Q19A7R 


lviyjune 

glutinosa 


UoilllQUllllil 


D AO 


AA 


1332 


gil7862436 


Drosophila 
melanogaster 


LD27564p 


152 


26 


1332 


gil3311009 


Homo sapiens 


NYD-SP16 


78 


26 


1333 


gil3279251 


Homo sapiens 


Similar to wingless-related MMTV 
integration site 6 


2000 


100 


1333 


gill693044 


Homo sapiens 


WNT6 precursor 


2000 


100 


1333 


gil4133265 


Homo sapiens 


WNT6 


2000 


100 


1334 


gi20135611 


Homo sapiens 


zinc transporter ZnT-5 


463 


94 
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S 
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identity 


I'll A 


ewi 1 QHAA1(\A 

gi iy /WW 


nomo sapiens 


1 ^ Z r " 

zmc transporter j 


463 


94 




gl 17 t*¥tJ\JO 


AAlIC fY111Ci" r lt1ltC 


zmc transporter 5 


407 


85 


1335 


gil8480366 


Mus musculus 


olfactory receptor MOR145-1 


310 


74 


1 IOC 

1335 


g!2 19282 14 


Homo sapiens 


seven transmembrane helix receptor 


101 


77 


1335 


gi2447219 


Homo sapiens 




90S 

aV7j 


71 


1336 


©20988856 


Homo sapiens 


protein inhibitor of activated STAT3 


3277 


100 


1336 


gj4996563 


Homo sapiens 


protem lnniDitor 01 acnvaueo maij 


1977 


100 


1336 


gi 17149822 


Rattus 
norvegicus 


potassium channel regulatory protem 


191 1 
DLY 1 


!/0 


1337 


gi4469173 


Gallus gall us 


delta-y aesaturase 


1 140 

i my 


71 


1337 


gil9908266 


Chanos chanos 


stearoyi-CoA desaturase 


1140 


65 


1337 


gi5738564 


Ctenopharyngo 
don idella 


delta-9-desaturase 


1 119 


70 


1338 


gil403086l 


Homo sapiens 


paraneoplastic neuronal antigen MAI 


1 CIA 


OO 


1338 


gil8478557 


Rattus 
norvegicus 


paraneoplastic onconeuronal protein MAI 


1752 


93 


1338 


gil5929l83 


Homo sapiens 


modulator of apoptosis 1 


990 


56 


1339 


gi5452942 


Mus musculus 


glucosidase II beta-subunit 


134 


DO 


1339 


gil63l57 


Bostaums 


high-mobility-group protein 


120 


43 


1339 


gil50765l3 


Mus musculus 


22 kDa neuronal tissue-enriched acidic 
protein 


131 


26 


1341 


gilll775l4 


Homo sapiens 


tandem pore domain potassium channel 
THIK-2 


2234 


1 Art 

100 


1341 


gill 177510 


Rattus 
norvegicus 


tandem pore domain potassium channel 

TTJTV 1 

1H1K-Z 




no 


1341 


gil5215363 


Homo sapiens 


potassium channel, subfamily K, member 
13 






1342 


gi 143367 16 


Homo sapiens 


similar to ruanuuuj a I 


1 91 /i 

IZIO 


1 0O 


1342 


gi20987336 


Mus musculus 


RIKEN cDNA A930016P21 gene 


427 


50 


1342 


gi 19886829 


Methanopyrus 
kanalen AViy 


C* A. X A -1 _ — A - ■! , I, _ij.fr. . 

S AM-aependent metnyltransl erase 




11 


1343 


gi 19570398 


Homo sapiens 


nU umjo 


1 118 
it JO 


41 


1343 


gi 1 1 862939 


Mus musculus 


JJUMJo 


1 114 


41 


1343 


gill 862941 


Mus musculus 


DDM36E 


1125 


43 


1344 


gi2 1744725 


Homo sapiens 


gl yc osy I-phosphati dyl-in ositoI-MAM 


iiono 

4o:Jo 




1344 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


1548 


99 


1344 


gi7529597 


Homo sapiens 


dJ402N21.2 (novel protein with MAM 
domain) 


1321 


94 


1345 


■ i r\r\r-t s~ 1 An 

gi 12276 198 


Homo sapiens 


rKoU4U 


lUZU 


i fin 


1345 


gi 12408250 


Homo sapiens 


FKSCjzo 


iUZU 


i fin 


1345 


gi 18652934 


Xenopus laevis 


MigJU 


o4y 


40 


1346 


gi 16769552 


Drosophila 
melanogaster 


LD38375p 


1354 


41 


1 j*fO 


gl IDjLO 


/MaDiUOpSlS 

thaliana 


Pittativf mAmKronp r\rr\t pin 
rUlaUVC IliCUlULallv pil/LwUl 


1105 


39 


1346 


gil632829 


Plasmodium 
falciparum 


AARP2 protein 


467 


36 1 


1347 


gi20987450 


Homo sapiens 


LOC146433 


1162 


95 


1347 


gL3093373 


Mus musculus 


small proline-rich protein 21 


64 


39 


1347 


gi912799 


Homo sapiens 


type I hair keratin 


63 


33 


1348 


gil016012 


Rattus 
norvegicus 


neural cell adhesion protem BIG-2 
precursor 


5093 


93 


1348 


gi!9913548 


Homo sapiens 


similar to axonal-associated cell adhesion 


3630 


99 
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molecule 






1348 


gi200057 


Mus musculus 


neuronal glycoprotein 


3630 


64 


1349 


gil5292437 


Drosophila 
melanogaster 


LP10272p 


441 


39 


i o An 

1349 


gi4877582 


Homo sapiens 


lipoma HMGIC fusion partner 


221 


28 


1349 


gi 16648454 


Drosophila 
melanogaster 


SD01285p 


162 


24 


1 1 CA 


• 1 1 AHT7AC 

gll3Uy//UD 


Homo sapiens 


serine (or cysteine) proteinase inhibitor, 
clade A (alpha- 1 anti proteinase, 
antitrypsin), member 3 


1925 


97 


1 jjU 


gI13*tU14Z 


Homo sapiens 


alpha 1 -antichymotrypsin 




ry-7 

yl 


1330 


gl*HO0o;nJ 


Homo sapiens 


alpha- 1 -antichymotrypsin precursor 


i ocn 


yl 


13M 


gUlOlOJJO 


Homo sapiens 


trophinin associated protein (tastin) 


1 1 1A 

3134 


OA 


1351 


gi905356 


Homo sapiens 


tastin 


3129 


84 


1351 


gl7861746 


Mus musculus 


GABA-A receptor epsilon-like subunit 


165 


40 


1352 


gi!2053849 


Homo sapiens 


DREV protein 


1689 


100 


1352 


gi 12053851 


Homo sapiens 


DREV1 protein 


1676 


99 


1352 


gil2055091 


Mus musculus 


DREV protein 


1655 


97 | 


1353 


gil4627081 


Homo sapiens 


caspase-1 dominant-negative inhibitor 
Pseudo-ICE 


492 


100 


1353 


gi2 1707335 


Homo sapiens 


Similar to CARD only protein 


462 


100 


1353 


gil86286 


Homo sapiens 


interleukin 1-beta convertase 


445 


92 


1354 


gil7431573 


Ralstonia 
solanacearum 


PUTATIVE LIPOPROTEIN 
TRANSMEMBRANE 


82 


42 


1354 


gi995704 


Saccharomyces 
cerevisiae 


L3149 


69 


23 


1354 


gil256899 


Saccharomyces 
cerevisiae 


Yrll38wp 


69 


23 


1355 


gi 120347 19 


Mus musculus 


ankyrin-like protein 


413 


43 


1355 


gi 13469729 


Homo sapiens 


breast cancer antigen NY-BR-1 


415 


49 


1355 


gi216!8588 


Homo sapiens 


testis- specific ankyrin motif containing 
protein 


362 


46 


1 l^iC 

I3j0 


gloz f Zjo / 


Rattus 
norvegicus 


protein kinase WNK.1 


5439 


73 


1356 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


3408 


100 




gliyU3223o 


Homo sapiens 


protein kinase WNK3 


1664 


56 


1357 


gi8272557 


Rattus 
norvegicus 


protein kinase WNK1 


5439 


73 


1357 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


1159 


98 


1357 


gi 19032238 


Homo sapiens 


protein kinase WNK3 


530 


40 


1358 


git0946203 


Homo sapiens 


neuromedin U receptor 2 


785 


100 


1358 


gi9944990 


Homo sapiens 


neuromedin U receptor-type 2 


785 


100 


1358 


gi 16877377 


Homo sapiens 


neuromedin U receptor 2 


785 


100 


1359 


gil7861592 


Drosophila 
melanogaster 


GH13807p 


1234 


45 


1359 


gil8376566 


Caenorhabditis 
elegans 


Y105E8A.20 


964 


49 


1359 


gi9368514 


Leishmania 
major 


methionyl-tRNA synthetase 


963 


42 


1360 


gil7389919 


Homo sapiens 


Similar to major histocompatibility 
complex, class II, DP beta 1 


819 


100 


1360 


gi575494 


Homo sapiens 


MHC class II lymphocyte antigen beta 
chain 


437 


72 


1360 


gil88479 


Homo sapiens 


HLA-DPB1 


437 


72 
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1361 


gi3342737 


Homo sapiens 


R26660_2, partial CDS 


1025 


97 


1361 


gil4625940 


Homo sapiens 


inter leukuv 10 


42 


53 


1361 


gi3005997 


okra yellow 
vein mosaic 
virus 


AC2 


77 


35 


1362 


gi3342737 


Homo sapiens 


R26660 2, partial CDS 


1001 


94 


1362 


gi 14625940 


Homo sapiens 


interleukin-10 


42 


53 


1362 


gi3005997 


okra yellow 
vein mosaic 
virus 


AC2 


77 


35 


1363 


gil3991167 


Homo sapiens 


sialic acid-binding immunoglobulin-like 
lectin-Iike long splice variant 


2879 


99 


1363 


gil4625822 


Homo sapiens 


Siglec-Ll 


2879 


99 


1363 


gil5824310 


Pan troglodytes 


sialic acid-binding lectin Siglec-Ll 


2804 


97 


1364 


gi20072749 


Homo sapiens 


similar to interferon alpha/beta receptor 1 


879 


100 


1364 


gi571296 


Homo sapiens 


CRFB4 


188 


27 


1364 


gi4028135 


Gallus gal I us 


interferon alpha/beta receptor 1 


195 


27 


1365 


gi8572055 


Homo sapiens 


interleukin-1 receptor antagonist homolog 
1 


823 


100 


1365 


gi6049805 


Homo sapiens 


interleukin-1 receptor antagonist homolog 


823 


100 


1365 


gi6165334 


Homo sapiens 


interleukin-1 -like protein-1 


823 


100 


1366 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2780 


40 


1366 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2775 


40 


1366 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2774 


40 


1367 


gi4574224 


Fundulus 
heteroclitus 


multidrug resistance transporter homolog 


287 


49 


1367 


gil9743730 


Rattus 
norvegicus 


ATP-bindmg cassette protein Bib 


285 


50 


1367 


gi34525 


Homo sapiens 


P-glycoprotein (43 1 AA) 


273 


50 


1368 


gil98922 


Mus musculus 


lymphocyte differentiation antigen 


713 


100 


1368 


gil98926 


Mus musculus 


Ly-6A.2 alloantigen 


713 


100 


1368 


gil98930 


Mus musculus 


differentiation antigen Ly-6E/A 


713 


100 
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JtlttJLU 


Species 


i/escnpuuit 


j ami c 


A CI bCU l-<*^V ^ 

Tdentitv 

1U WU til- J 




nil QOI CA 


jtioino sapiens 


f*Y\ rvri rvn 1 r* crrm utrvm 3 IY1 TH nlrorii n 


320 


100 


Ooj 


017*3771 1 7H 
glZJZ f 1 1 / V 


Uf /"vtv» r\ rani on c 

rtomo sapiens 


lifirmnne 9 


275 


96 


DO J 


oi9R1RR74'* 




ntficetital lactopen PL-B 


279 


98 


uou 


pi1R^17R 

£11 OJ I/O 


AlAJLIlls aaJJIGIia 


hGH-V2 


1033 


78 j 


686 


gi23271170 


Homo sapiens 


chorionic somatomammotropin 

Vinrmntifi 9 


707 


92 


oou 


oi9R1RR74 < * 


L all UUglUUjrlCa 


nlarpntal lactogen PL-B 


715 


94 


ooo 


cn'ISORRRIO 

gl lOUOOOJu 


XT r\rn r\ coni pn c 


AAH20756 


785 


100 


UOO 


ot1R117R 

gl 1 0 J I/O 


T-Trtmrt contniQ 
jcavjiuu ao|Jidia 


hGH-V2 


1051 


79 


688 




T-Tnmn ojmipriQ 

AAV/lllw MUlwIla 




785 


100 


6RQ 




TTr\7Tiri QSITTIPYKS 
n Ui CMaJJJtCIlo 


SFRPINFI Drotein 


2003 


95 




ottn5R^9R^ 




mpmlvT 1 


2003 


95 








mpxnVw*r 1 


2003 


95 


690 


gi20269957 


Sus scrota 


AF498759_1 phospholipase C 
delta 4 


1033 


88 


690 


gi21307610 


Mus musculus 


phospholipase C delta 4 


909 


77 ! 




glD /1400 


Kauiis norvegicus 


pnospnoupase ueiui-H- 


R<ft 


7fi 


oy i 


g!l /ot>4UZo 


Homo sapiens 




^94 






glZZ/D'U3o3 


Homo sapiens 


unnamed protein product 


J-> 1 J 


00 1 


69 1 


gizz/oiuio 


Homo sapiens 


unnamed protein product 




inn 




gi izoy /y33 


Homo sapiens 


iuaa i oy*f proiem 


jOJU 


inn 


692 


gizOJoOOJU 


Mus musculus 


41/3 34U /CU3KJK protein 


19*; i 


OR 


692 


gi27652547 


Homo sapiens 


truncated c-Maf-inducing 
protein 


3506 


99 


693 


gi437662 


Oryctolagus 
cum cuius 


interleukin-8 receptor subtype 

D 

s> 


188 


61 


693 


gi511803 


Homo sapiens 


interleukin-8 receptor type B 


172 


57 | 


oyS 




Homo sapiens 


interleukin 8 receptor B 


179 


^7 






Homo sapiens 


\^\jyy\-j. nucieonaase 




00 
yy 


694 


gi3335098 


Homo sapiens 


CD39L2 


2520 


100 


694 


gi4o91Zo3 


Homo sapiens 




ZD 13 


QO 

yy 


695 


gil6566319 


Homo sapiens 


AF411107J G protein- 
coupiea recepior 


1843 


99 


695 


gi21928620 


Homo sapiens 


seven transmembrane helix 
receptor 


1858 


100 


695 


gi22293641 


Homo sapiens 


putative orphan G protein- 
coupled receptor 26 


o4D 


CI 

3 1 


696 


gi24660226 


Homo sapiens 


C-type lectin-like receptor- 1 


1460 


90 


696 


gi7H02l6 


Homo sapiens 


AF200949_1 Otype lectin-like 
receptor- 1 


1 A CO 

1458 


OA 

90 


696 


gj71 10218 


Mus musculus 


Arz01457_l C-type lectin- like 
receptor 2 


3zz 


70 

Ly 


Oyo 


gHoUoi/Z4/ 


rtomo sapiens 


AAH9flO/^ Similar trt 

/w\rizi/yoo oimuar 10 
ectonucleoside triphosphate 
diphosphohydrolase 5 


9104 


inn 


698 


gi30584801 


synthetic construct 


Homo sapiens ectonucleoside 
triphosphate 
diphosphohydrolase 5 


2104 


100 


698 


gi3335102 


Homo sapiens 


CD39L4 


2104 


100 


699 


gi804761 


Homo sapiens 


putative 


247 


77 


700 


gil6184225 


Drosophila 
melanogaster 


LD24527p 


666 


42 
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TTJ* TTV 

olt_JLli 


Species 


Description 


S_j score 


Percentage 
Identity 


/uu 


gL6/44/Dy / 


urosopnna 
melanogaster 


transcriptional adapter 2S 


ooo 


AD 


/uu 


gi/zyoyy/ 


Drosophila 
melanogaster 


LAjyo3o-rA 


ooo 




/Ul 


gll /ZZD4.)/ 


Homo sapiens 


Ar3z6917_l autism-related 
protein 1 


IZ/Z 


30 


/Ul 


glZ/ol /314 


Danio rerio 




1 0*5 il 

1Z34 


36 


/Ul 




Homo sapiens 


XTP9 


iOU5 


nn 

99 


702 


gi20810589 


Homo sapiens 


similar to arsenite inducible 
RNA associated protein 


833 


99 


702 


gi22945274 


Drosophila 
melanogaster 


CG12795-PA 


455 


54 


702 


gi965171 1 


Mus musculus 


AF224494_1 arsemte inducible 
RNA associated protein 


687 


80 


703 


gil3241652 


Rattus norvegicus 


AF309558_1 supernatant 
protein factor 


2040 


93 


703 


gjl3543184 


Mus musculus 


SEC14-like2 


2038 


93 


703 


gi6624130 


Rattus norvegicus 


AC004832 1 similar to 45 kDa 
secretory protein 


2150 


100 


704 


gil 1066250 


Homo sapiens 


AF197937_1 presenilins 
associated rhomboid-like 
protein 


1693 


86 


704 


gil3177766 


Homo sapiens 


AAH03653 Similar to 
presenilins associated 
rhomboid-like protein 


1761 


99 


704 


gil5559382 


Homo sapiens 


AAH14058 presenilins 
associated rhomboid-like 
protein 


1696 


86 


705 


gil 864091 


Rattus norvegicus 


PSD-95/SAP90-associated 
protein-3 


4997 


95 


705 


gj2454510 


Homo sapiens 


PSD-95/SAP90-associated 
protein-2 


2105 


47 


705 


gl6979175 


Homo sapiens 


AF119818_1 homolog- 
associated protein 2 


2089 


47 


706 


gil 1877274 


Homo sapiens 




2260 


99 


706 


gi2l6672l0 


Homo sapiens 


AF465765_1 
bactericidal/permeability- 
increasing protein-like 1 


2260 ! 


99 


/U0 


gui /UO//D 


— ; 

Homo sapiens 


Bactericidal/permeability- ! 
increasing protein-like 1 


2253 


99 


707 


gil6768190 


Drosophila 
melanogaster 


GH22974p 


647 


41 


707 


gi24659527 


Homo sapiens 




2006 


100 


/U/ 


gi /zy i / lo 


Drosopmia 
in elan ogaster 




648 


A f 

41 


708 


BL14334082 


Mn<i miicriiliiQ 

1T1VU UJUovUllU 


protein TLP-A 


470 


o / 


708 


gil4335908 


Mus musculus 


thymus LIM protein TLP-A 


479 


87 


708 


gil4335909 


Mus musculus 


thymus LIM protein TLP-B 


396 


90 


709 


gi'12804105 


Homo sapiens 


AAH02905 Similar to 
CG15084 gene product 


2090 


100 


709 


gi 13649459 


Homo sapiens 


AF250306_1 putative SB1 15 
protein 


2090 


100 


709 


gil 8204670 


Mus musculus 


4930527D15Rik protein 


1015 


96 


710 


gil674440 


Homo sapiens 


collagen type IV a6 chain 


4222 


51 
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710 


gil674441 


Homo sapiens 


collagen type IV a6 chain 


4222 


51 


710 


gi556299 


Mus musculus 


alpba-2 type IV collagen 


8126 


83 


711 


gi438007 


Gallus gallus 


alpha-2-macroglobulin receptor 


15742 


60 


711 


gi7861733 


Homo sapiens 


AF176832J low density 
lipoprotein receptor related 
protein-deleted in tumor 


23654 


99 


711 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


23098 


92 


712 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


848 


100 


712 


gi7861733 


Homo sapiens 


AF176832_1 low density 
lipoprotein receptor related 
protein-deleted in tumor 


848 


100 


712 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


731 


83 


713 


gil3544080 


Homo sapiens 


AAH06171 hypothetical 
protein MGC2731 


1133 


100 


713 


gi20071811 


Mus musculus 


5830411E10Rik protein 


492 


55 


713 


gi33589496 


Drosophila 
melanogaster 


LD31278p 


401 


44 


714 


gil57409 


Drosophila 
melanogaster 


fat protein 


3001 


40 


714 


gi22945533 


Drosophila 
melanogaster 


CG17941-PA 


2292 


34 


714 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


3015 


40 


715 


gil57409 


Drosophila 
melanogaster 


fat protein 


3007 


40 


715 


gi22945533 


Drosophila 
melanogaster 


CG17941-PA 


2289 


34 


715 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


3021 


40 


716 


gi 178653 11 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


4370 


95 


716 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4370 


95 


716 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4511 


95 


717 


gj2689444 


Homo sapiens 


ZNF134 


1252 


57 


717 


gi3 1565347 


Homo sapiens 


LOC2840 18 protein 


1252 


57 


717 


gi9968290 


Homo sapiens 


zinc finger protein 304 


1094 


47 


718 


gi23468368 


Mus musculus 


1200013F24Rik protein 


690 


90 


718 


gi27695305 


Mus musculus 


1200013F24Rik protein 


715 


91 


718 


gi7582294 


Homo sapiens 


AF208853 1 BM-011 


881 


100 


719 


gi 1620870 


Ciona intestinalis 


myoplasmin-Cl 


410 


27 


719 


gi7416982 


Argopecten irradians 


myosin heavy chain cardiac 
muscle specific isoform 1 


255 


20 


719 


gi7416983 


Argopecten irradians 


myosin heavy chain cardiac 
muscle specific isoform 2 


255 


20 


720 


gil3872813 


Homo sapiens 


fibulin-6 


13764 


100 


720 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


13720 


99 


720 


gi3879658 


Caenorhabditis 
elegans 




1636 


29 


721 


gil3 177673 


Homo sapiens 


AAH03621 


1520 


45 
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721 


gj 19354327 


Homo sapiens 




1520 


45 


721 


gi3822553 


Gallus gallus 


nuclear calmodulin-binding 
protein 


2238 


61 


722 


gil7223626 


Homo sapiens 


ATP-binding cassette A10 


7963 


99 


722 


gi32350914 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


7943 


99 


722 


gi32350969 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


7943 


99 


723 


gi 13374079 


Homo sapiens 


TAFD140 protein 


3677 


99 


723 


gjl3374178 


Mus musculus 


TAFII140 protein 


3193 


84 


723 


gL28 175603 


Homo sapiens 


TAF3 protein 


2772 


99 


724 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE 
PROTEIN 


658 


61 


724 


gi22776354 


Oceanobacfllus 
iheyensis HTE831 


acyl-CoA dehydrogenase 


638 


63 


724 


gL28280023 


Mus musculus 


5730439E10Rik protein 


946 


85 


725 


gi21522768 


Homo sapiens 


unnamed protein product 


3060 


100 


725 


gL24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3060 


100 


725 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


3055 


99 


726 


gil4530342 


Caenorhabditis 
elegans 




1008 


36 


726 


gi6531661 


Caenorhabditis 
elegans 


AF195610J LIN-41A 


1008 


36 


726 


gi6531663 


Caenorhabditis 
elegans 


AF195611_1 LIN-41B 


1008 


36 


727 


gil504026 


Homo sapiens 




5833 


99 


727 


gi22725157 


Homo sapiens 


minor histocompatibility 
antigen HA-1 


5833 


99 


727 


gi23272016 


Homo sapiens 


Similar to PTPL1 -associated 
RhoGAP 1 


5690 


98 


728 


gil3274120 


Homo sapiens 




1467 


99 


728 


gi6102996 


Mus musculus 


Vanin-3 


1018 


79 


728 


gi7160973 


Homo sapiens 


VNN3 protein 


1213 


96 


729 


gi27463365 


Homo sapiens 


a disintegrin-like and 
metalloprotease with 
thrombospondin type 1 motifs 
9B 


8961 


99 


729 


gi28804249 


Mus musculus 


metalloprotease-disintegrin 
protease 


4974 


55 


729 


gi9581879 


Homo sapiens 


AF261918_1 disintegrin 
metalloproteinase with 
thrombospondin repeats 


5723 


99 


730 


gi21063967 


Drosophila 
melanogaster 


AT05453p 


382 


31 


730 


gi5911409 


Drosophila 
melanogaster 


fuzzy 


382 


31 


730 


gi72974l2 


Drosophila 
melanogaster 


CG13396-PA 


382 


31 


731 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


2302 


100 


731 


gi27497567 


Homo sapiens 


keratin ocytes associated 
transmembrane protein 4 


2302 


100 
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731 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


2302 


100 


732 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


732 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


732 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


733 


gi22266726 


Homo sapiens 


AF311906J LIR-DI 
precursor 


1303 


96 


733 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


1303 


96 


733 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


1303 


96 


734 


gi21748480 


Homo sapiens 


FLJ00271 protein 


605 


100 


734 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


513 


79 


734 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


513 


79 


735 


gi31455457 


Homo sapiens 


putative NFkB activating 
protein 


583 


44 


735 


gi7022838 


Homo sapiens 


unnamed protein product 


1794 


99 


735 


gi7293694 


Drosophila 
melanogaster 


CG7323-PA 


339 


36 


lib 


•n on a i £c\ 

gil2804169 


Homo sapiens 


AAH02942 


3494 


97 


lib 


gil5779178 


Homo sapiens 


A A T f 1 A n " " 1 »_ 

A AH 14652 Similar to 
nypotneucal protem l>UUUZy4Z 


3532 


r\T 

97 


736 


gil8088939 


Homo sapiens 


AAH21143 


3494 


97 


Tin 


gilzoJo4oy 


Mus musculus 


unnamed protein product 


3495 


87 


737 


gi26351115 


Mus musculus 


unnamed protein product 


3466 


87 


TOT 

737 


gi3072l603 


Mus musculus 


RAVER 1 


3466 


87 


738 


gil2002000 


Homo sapiens 


AF061732_1 My029 protein 


415 


100 


739 


gi 15489209 


Mus musculus 


BC01 371 2 protein 


266 


31 


739 


gi21757804 


Homo sapiens 


unnamed protein product 


1226 


96 


739 


gi26354220 


Mus musculus 


unnamed protein product 


1130 


79 


740 


gil5341806 


Homo sapiens 


AAH13073 


2008 


100 


740 


gil9528077 


Drosophila 
melanogaster 


AT24025p 


165 


38 


740 


gi2 1627272 


Drosophila 
melanogaster 


CG12765-PA 


167 


24 


741 


At\e r\*\*\ 

gj23495223 


Plasmodium 
falciparum 3D7 


AE014834_50 liver stage 
antigen, putative 


407 


23 


Tj4 1 

741 


gliZ492y4U 


Homo sapiens 


medulloblastoma antigen MU- 
MB-20.201 


536 


25 


741 


gj991o 


Plasmodium 
fal ciparu ro 


liver stage antigen 


393 


24 


742 


gil3161060 


Homo sapiens 


AF332217_1 protocadherin 11 


3354 


58 


742 


gil5054521 


Homo sapiens 


AF217288_1 prc>tocadherin-S 


3362 


58 


742 


•gi9845485 


Homo sapiens 


AF169692_1 protocadherin-9 


6235 


100 


743 


gil6552038 


Homo sapiens 


unnamed protein product 


2404 


99 


743 


gi21410124 


Mus musculus 


3230402E02Rik protein 


1501 


61 | 


743 


gi5688958 


Homo sapiens 


PMMLP 


2405 


100 


744 


gi21734445 


Rattus norvegicus 


BMP/Rerinoic acid-inducible 
neurai-specific protein-2 


3987 


94 


744 


gi2 1734447 


Rattus norvegicus 


BMP/Retinoic acid-inducible 


2948 


70 
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neural-specific protein-3 






744 


gi30348610 


Gall us gaJlus 


BMP/retinoic acid-inducible 
neural-specific protein 


2090 


52 


745 


gi2739353 


Homo sapiens 


ZNF91L 


2077 


69 


745 


gi27693081 


Homo sapiens 




2054 


71 


745 


gi3042l228 


Homo sapiens 


zinc finger protein 430 


2486 


96 


746 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 
208 


2472 


78 


746 


gi26251755 


Homo sapiens 


ZNF431 protein 


2480 


79 


746 


gi30421228 


Homo sapiens 


zinc finger protein 430 


3174 


100 


747 


gil212965 


Homo sapiens 


transmembrane protein 


1010 


99 


747 


gil213221 


Rattus norvegicus 


transmembrane protein 


1006 


98 


747 


gi 19683999 


Homo sapiens 


coated vesicle membrane 
protein 


1010 


99 


748 


©1199524 


Homo sapiens 


acid phosphatase 


2147 


95 


748 


gil3111975 


Homo sapiens 


AAH03160 acid phosphatase 
2, lysosomal 


2143 


95 


748 


gi30584617 


synthetic construct 


Homo sapiens acid 
phosphatase 2, lysosomal 


2143 


95 


749 


gil5625570 


Homo sapiens 


AF41 1981 1 centaurin beta5 


3851 


95 


749 


gj28422704 


Homo sapiens 


CENTB5 protein 


2912 


100 ! 


749 


gi301 09272 


Homo sapiens 


CENTB5 protein 


4175 


99 


750 


gil0197642 


Homo sapiens 


AF182421J MDS022 


647 


100 


750 


gi 15929423 


Homo sapiens 


Hypothetical protein FU20502 


938 


100 


750 


gi30277696 


Mus musculus 


D5Buc26e protein 


423 


78 


751 


gil8614026 


Homo sapiens 


zinc finger DNA binding 
protein p71 


998 


40 


751 


gi27693858 


Homo sapiens 


zinc finger protein 398 


998 


40 


751 


gi5630080 


Homo sapiens 


AC004890 2 


984 ! 


36 


752 


gil 1345382 


Homo sapiens 


AF308801_1 vacuolar protein 
sorting protein 16 


3724 


95 


752 


gi 12 140290 


Homo sapiens 




3724 


95 


752 


gil 5553046 


Mus musculus 


Vpsl6 


3628 


92 


753 


gi30 141048 


Homo sapiens 


Nogo-66 receptor homolog-1 


2226 


100 


753 | 


gi30141052 


Rattus norvegicus 


Nogo-66 receptor homolog-1 


2130 


95 i 


753 


gi32351287 


Rattus norvegicus 


Nogo-66 receptor homolog 2 


916 


51 


754 i 


gil 77870 ! 


Homo sapiens 


aIpha-2-macroglobulin 
precursor 


2718 


39 


754 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2718 


39 


754 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2712 


39 


755 


gil8044501 


Mus musculus 


angiopoietin-Hke 3 


1692 


70 


755 


gi4929790 


Homo sapiens 


AF152562 1 angiopoierin- 
related protein 3 


2210 


93 


755 


gi5639997 


Mus musculus 


AF162224JI angiopoietin- 
related protein 3 


1692 


70 


756 


gi200057 


Mus musculus 


neuronal glycoprotein 


4821 


87 


756 


gi29837411 


Homo sapiens 


BIG-2 


3898 


69 


756 


gi563133 


Rattus norvegicus 


BIG-1 protein 


4778 


87 


757 


gil6550078 


Homo sapiens 


unnamed protein product 


3710 


99 


757 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FU30803 


3714 


100 


757 


gi30354720 


Mus musculus 


AJ427653 protein 


3609 


96 


758 


gi26329813 


Mus musculus 


unnamed protein product 


3627 


93 


758 


gi28175743 


Homo sapiens 


similar to hypothetical protein 


3612 


98 
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FU30803 






758 


gi30354720 


Mus mu^ciilus 


Ai*fz/oDj protem 




50 


759 


gi21929093 


Homo sapiens 


seven transmembrane helix 
receptor 


1718 


88 


759 


gi24286029 


Homo sapiens 


G-protein coupled receptor 

vJr Ivl IO 


6772 


98 


759 


ei5525078 


x\jUtU!> Mil VGgU*Uo 


seven transmembrane receptor 


5048 


72 


760 


gil0440398 


Homo sapiens 


FU00032 protein 


1257 


61 


760 


511x71 /JV/ 


numu sapiens 


xlrrl protem 


1254 


62 


760 


<ri1 SQ9Q7V7 

gllJ/£7 ID/ 


Mus m use u lus 


similar to KRAB zinc finger 
protein jsjvio 


1249 


58 


761 


gi 13097633 


Homo sapiens 


AAH03534 Similar to ATPase, 
uass 1, type or$, member l 


2325 


53 


761 


gi33440008 


Homo sapiens 


possible aminophospholipid 
uunsiocase a i "odz. 


3473 


66 


761 


gi3628757 


Homo sapiens 


FIC1 


2576 


53 


763 


oil 1 *i^R4R£ 
gi 1 IJJOTOO 


Homo sapiens 


B-cell lymphom a/leukaemia 
1 1 A snort torm 


1314 


99 


763 




nomo sapiens 


A A XJO 1 rtOO 


1153 


100 


763 


©30410854 


Mus musculus 




1312 


98 


764 


gUz /eS 


Homo sapiens 


forkhead-associated domain 
histi dine- triad h*ke protein 


1808 


100 


764 


gi32394380 


Bostaurus 


forkhead-associated domain 
histidine-triad like protein 


1638 


89 


764 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1681 


91 


765 




— : 

Homo sapiens 


aprataxin 


241 


97 1 


765 


gi3 1455405 


Homo sapiens 


aprataxin 


235 


100 


765 


guz oyn j 1 0 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


241 


97 


766 


gi31455403 


Homo sapiens 


aprataxin 


318 


100 


766 




Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


318 


100 


766 




ous scroia 


forkhead-associated domain 
histidine-triad like protein 


307 


93 


767 


<5>v7*T J*t" OOj 


nomo sapiens 


Hypothetical protein HSPC148 


1181 


100 


767 




nuino Sapiens 


A 171 1 A77C -1 ^ 1 1 t 1 

Ar 1 1U/ /> 1 adrenal gland 
protein AD-002 


1181 


100 


767 


m6841518 


HnmA cQnimo 


AIM0I4yV 1 ±iM*CI4o 


1178 


99 


768 


gil4009597 


Homo sapiens 


AF282619.J lysyl oxidase-like 
3 protein 


1816 


98 


768 


£i i*nouwu 


; 

rlomo sapiens 


Ami ion 1 - j vi 

Ar J 1131 3_1 lysyl oxidase-like 
3 protein 


1816 


98 


768 


ei 15 186770 


WVwnr* rantpnc 
XiXJlklxJ sdpiClio 


Arxo*toiD__i lysyl oxioase-liKe 
protein 


1816 


98 


769 


gi22713410 


Homo sapiens 


GYLTL1B protein 


3229 


100 


769 


gi3954938 


Homo sapiens 


acetylglucosaminyltransferase- 
like protein 


2292 


70 


769 


gi3954978 S 


Mus musculus 


acetyl glu cosami nyl transferase- 
like protein 


2292 


70 


770 


gi7209721 I 


Mus musculus 


DD57 


2243 


88 


770 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2476 


99 


770 


gi8217485 


Homo sapiens j 




2473 


99 


771 


gi!6552001 


Homo sapiens 


unnamed protein product 


3169 


100 
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771 


gil8676632 


Homo sapiens 


FLJ00215 protein 


1943 


99 


771 


gi21706685 


• Mus musculus 


9630058J23Rik protein 


860 


59 


772 


gil0799166 


Homo sapiens 


AF305686_1 protein kinase 
Njmu-Rl 


1915 


99 


772 


gi32425794 


Homo sapiens 


NJMU-R1 protein 


1888 


100 


772 


gi32450708 


Homo sapiens 


NJMU-R1 protein 


1888 


100 


773 


gil3277972 


Mus musculus 


phosphatidate 
cytidylyltransferase 2 


2286 


96 


773 


gil9344052 


Homo sapiens 




2376 


100 


773 


gi41 86023 


Homo sapiens 


CDS2 protein 


2376 


100 


774 


gil7511840 


Homo sapiens 


AAH18769 


2251 


99 


774 


gL20988879 


Homo sapiens 


Similar to hypothetical gene 
supported by AL133057; 
BC018769; BC009436; 
AL133057;AL133057; 
AL133057 


2251 


99 


774 


gi29387317 


Mus museums 


120001 1022Rik protein 


1792 


79 


775 


gil3936996 


Human herpesvirus 8 


ORF73 


219 


21 


775 


gi2246532 


Human herpesvirus 8 


ORF 73, contains large 
complex repeat CR 73 


226 


19 


775 


gi30526291 


Saimiriine 
herpesvirus 2 


latency associated nuclear 
antigen 


219 


31 


776 


gil3477379 


Homo sapiens 


TTYH2 protein 


1037 


41 


776 


gil8676664 


Homo sapiens 


FLJ00231 protein 


1796 


91 


776 


gi28422735 


Xenopus laevis 




1054 


40 


777 


gil6877l93 


Homo sapiens 


AAH 16860 G protein-coupled 
receptor, family C, group 5, 
member C 


939 


98 


777 


gi30583709 


Homo sapiens 


G protein-coupled receptor, 
family C, group 5, member C 


939 


98 


777 


gi81 18032 


Homo sapiens 


AF207989_1 orphan G-protein 
coupled receptor 


939 


98 


778 


gil5679980 


Homo sapiens 


CI 14 protein 


930 


99 


778 


gi 16769562 


Drosophila 
melanogaster 


LD38910p 


328 


47 


778 


©7302978 


Drosophila 
melanogaster 


CG8441-PA 


328 


47 


779 


gil0726751 


Drosophila 
melanogaster 


CG13623-PA 


333 


53 


779 


gi214300l2 


Drosophila 
melanogaster 


GH27470p 


333 


53 


779 


gi7406400 


Arabidopsis thaliana 


putative protein 


317 


45 


780 


gil3959018 


Homo sapiens 


AF36 1746_l endothelial cell- 
selective adhesion molecule 


902 


100 


780 


gil3991773 


Mus musculus 


AF361882J endothelial cell- 
selective adhesion molecule 


640 


70 


780 


gi29165726 


Mus musculus 


Endothelial cell-selective 
adhesion molecule 


640 


70 


781 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane 
protein 2 


1013 


100 


781 


gi297437 


Rattus norvegicus 


peroxisomal membrane protein 


795 


76 


781 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane 
protein-like 


1013 


100 


782 


gi7620875 


Streptococcus 
pyogenes 


AF232324JI Sicl.19 


203 


41 
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782 


gi7620883 


Streptococcus 
pyogenes 


AF232328J Sicl.23 


203 


39 


782 


£7621271 


Streptococcus 
pyogenes 


AF232522_1 Sicl.217 


203 


39 


783 


gi62877 


Gallus gal las 


type VI collagen alpha-2 
subunit preprotein 


734 


42 


783 


gi62881 


G alius gallus 


type VI collagen subunit 
alpha2 


734 


42 


783 


gi62882 


Gallus gallus 


type VI collagen subunit 
alpha2 


734 


42 


784 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


829 


48 


784 


gi7292879 


Drosophila 
melanogaster 


CG1998-PA 


829 


48 


784 


gi7292910 


Drosophila 
melanogaster 


CG11162-PA 


597 


42 


785 


gil7066106 


Homo sapiens 


Novex-3 Titin Isoform 


8832 


99 


785 


gj21238650 


Calotomus carolinus 


titin-like protein 


519 


62 


785 


gi27696390 


Xenopus laevis 


Similar to titin 


816 


48 


786 


gil7979434 


Arabidopsis thaliana 


putative adenylate kinase 


193 


22 


786 


gi22136756 


Arabidopsis thaliana 


putative adenylate kinase 


193 


22 


786 


gi30180922 


Nitrosomonas 
europaea ATCC 
19718 


Adenylate kinase 


201 


27 


787 


gi9967224 


Macaca fascicularis 


hypothetical protein 


337 


98 


788 


gil8676610 


Homo sapiens 


FU00204 protein 


195 


25 


788 


gi26389725 


Mus musculus 


unnamed protein product 


1390 


76 


788 


gi3002588 


Mus museums 


Plenty of SH3s; POSH 


197 


24 


789 


gil8676610 


Homo sapiens 


FLJ00204 protein 


250 


26 


789 


gi26329287 


Mus musculus 


unnamed protein product 


1646 


75 


789 


gi26389725 


Mus musculus 


unnamed protein product 


1646 


75 


790 


gi 12654107 


Homo sapiens 


AAH00866 


531 


88 


790 


gi 13937969 


Homo sapiens 


TEMPI protein 


531 


88 


790 


gil89382 


Homo sapiens 


collagenase inhibitor 


531 


88 


791 


gi24660226 


Homo sapiens 


C-type lectin-like receptor- 1 


1367 


90 


791 


gj71 10216 


Homo sapiens 


AF200949_1 C-type lectin-like 
receptor- 1 


1365 


90 


791 


gi71 10218 


Mus musculus 


AF201457_1 C-type lectin-like 
receptor 2 


312 


29 


792 


gil044l350 


Mus musculus 


olfactory UDP 
glucuronosyltransferase 


1557 


68 


792 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


1593 


67 


792 


gi5802604 


Cavia porcellus 


UDP glucuronosyltransferase 
UGT2A3 


1781 


72 


793 


gil3325266 


Homo sapiens 


AAH04450 hypothetical ! 
protein MGC2650 


888 


100 


793 


gi3688090 


Homo sapiens 


R32611 2 


796 


91 


793 


gi6841228 


Homo sapiens 


AF161407_1 HSPC289 


645 


77 


794 


gil5488645 


Mus musculus 


methyltransf erase Cytl9 


1552 


76 


794 


gil8150409 


Rattus norvegicus 


AF393243J methyltransferase 


1518 


76 


794 


©9963861 


Homo sapiens 


AF226730_1 Cytl9 j 


1729 


99 


795 


gjll 877243 


Homo sapiens 


SSF1/P2Y11 chimeric protein 


3802 


95 


795 


gil4602631 


Homo sapiens 


Peter pan homolog 


2080 


99 


795 


gi21619996 


Homo sapiens 




2080 


99 
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796 


gi20330550 


Homo sapiens 


AF251706J hOC inhibitory 
receptor precursor 


799 


98 


796 


gi30962593 


Homo sapiens 


AF375481_1 immune receptor 
expressed on myeloid cells 
splice variant 2 


800 


99 


796 


gi31790204 


Homo sapiens 


inhibitory receptor IREM1 


805 


99 


797 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 


799 


98 


797 


gi30962593 


Homo sapiens 


AF375481_1 immune receptor 
expressed on myeloid cells 
splice variant 2 


800 


99 


797 


gj31790204 


Homo sapiens 


inhibitory receptor IREM1 


805 


99 


798 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


1480 


94 


798 


gi30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


798 


gj31790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


799 


gil8307481 


Homo sapiens 


phosphoinositide-binding 
proteins 


2122 


100 


799 


gi27695704 


Mus musculus 


Connector enhancer of KSR2 


678 


36 


799 


gi29691916 


Rattus norvegicus 


interactor protein for cytohesin 
exchange factors 1 


1651 


79 


800 


gil 1493982 


Homo sapiens 


AF208232_l TLH29 protein 
precursor 


274 


72 


800 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


424 


89 


800 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


274 


72 


801 


gil 1493982 


Homo sapiens 


AF208232J TLH29 protein 
precursor 


303 


70 


801 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


445 


100 


801 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


802 


gi 12082723 


Gal I us gallus 


AF293805_1 B cell 
phosphoinositide 3-kinase 
adaptor 


2825 


69 


802 


gil2082725 


Mus musculus 


AF293806J Bcell 
phosphoinositide 3-kinase 
adaptor 


3557 


84 


802 


gjl208281l 


Gallus gallus 


AF315784_1 Bcell 
phosphoinositide 3-kinase 
adaptor 


2330 


73 


803 


• Tr\crso r\r\ 

gi7959809 


Homo sapiens 


AF1 16721 55 PRO1082 


545 


100 


804 


• « o njnii 

gjl 5384841 


Homo sapiens 


activating NK receptor 


1684 


99 


804 


gi 15384843 


Homo sapiens 


NTB-A receptor 


1700 


100 


out 


<riQRfl7ftRQ 
gijroo / uo y 


ivluo muscuius 


ivrz*toOJ3_i lympnocyie 
antigen 108 isoform 1 


00 


«o 


805 


gil0177621 


Arabidopsis thaliana 


phytoene dehydrogenase-Iike 


195 


75 


805 


gil 7979255 


Arabidopsis thaliana 


AT5g49550/K6M13 10 


211 


72 


805 


gi29028742 


Arabidopsis thaliana 


At5g49550/K6M13_10 


211 


72 


806 


gi 14270364 


Mus musculus 


Epigen protein 


378 


71 


806 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


806 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


807 


gil4270364 


Mus musculus 


Epigen protein 


378 


71 


807 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 
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807 


gi7799191 


Mus musculus 


torooreeulin- 1 




DZ 


808 


©14270364 


Mus musculus 


Enipeti nrotein 


J to 


"71 
/I 


808 


gi6272269 


Rattus norvegicus 


NCI nrotein 


1ZZ 


JZ 


808 


gi7799191 


Mus musculus 


tomorefnilin-1 


1ZZ 


3Z 


809 


gi27469556 


Homo sapiens 


± uuui vc ucur KjiLai \AZii oOiicsion 
molecule 


zxz 


39 


809 


gi29289929 


Danio rerio 








809 


gi3068592 


Mus musculus 


punc 


iy<> 


41 


810 


gi30348897 


Homo sapiens 


orpanifi snliit** trsinonnrtw K*=»f a 


0*0 




810 


gi30348901 


Mus musculus 


or Pan in cnlnfp I ra n gnort at K^to 


ODD 


OZ 


811 


gil8650584 


Homo sapiens 


retinAlC acid rutIv tra nc rri rvf 1 


i n*7n 
IU /u 


y4 


811 


gil8650588 


Homo sapiens 


rf^innif Jtrirl i^nrlv frnncr*rir\f 1 


1 1Z4 


yy 


811 


gi21961213 


Homo sapiens 


I IT-lfi fliti/lintx rrmfpMn 0 


iU/U 


94 


812 


gil38728l3 


Homo sapiens 


fibulin-6 


485 


30 


812 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


485 


30 


812 


gi9280405 


Homo sanien<? 


jwahjjkjj i aoncan 


1372 


46 


813 


gi!3872813 


Homo sapiens 


fibulin-6 


861 


29 


813 


ei 14575679 


HntnA cnnipnc 


AriDoiuU I nemicentin 


857 


29 


813 


ei9280405 


AlK/UHJ iMipJCIlS 


Arz455lo 1 adlican 


2436 


35 


814 


gil3872813 


Homo sapiens 


fibulin-6 


861 


29 


814 


ffi 1457^679 


Homo sapiens 


Arl56100_l hemicentin 


857 


29 


814 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


2436 


35 


815 




Homo sapiens 


similar to Alu subfamily SQ 
sequence contamination 
warning entry 


267 


60 


815 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


244 


62 


815 


gi6650810 


Homo sapiens 


AF1 18094 21 PRO1902 


261 


63 


816 


pil2240?R4 


ivius museums 


AF327059 1 apohpoprotein 
A5 


1300 


72 


816 




Homo sapiens 


AF202889 1 apohpoprotein 
A5 


1864 


100 


816 




Homo sapiens 


AF202890_1 apohpoprotein 

AD 


1864 


100 


817 


gi 12240284 


Mus musculus 


AF327059_1 apohpoprotein 

A ^ 


1300 


72 


817 


si6707433 


1 1 \Ji 11 \J ociJJICLLo 


ArZUzsay 1 apohpoprotein 
A5 


1864 


100 


817 


m*6707435 




Arzuzayo 1 apohpoprotein 
A5 


1864 


100 


818 


eil3111784 


T-lrwnn CQntf>ne 
1 1U1I1U oajsiCIu 


A A TJA1 A0 1 U. *i_ x" * 

AAiiOiOol hypothetical 
protein ru i uoj / 


1720 


99 


818 


gil3543037 


IVTik mticcitluc 

iriuo ill UotsUI Uo 


^y^j^z^JoUiKjlc protein 


958 


80 


818 


gi 14249965 


ffnmn osnipnc 


AAjtiuojOo nypotneucal 
protein FU10637 


1724 


100 


819 


gil9344001 


Homo sapiens 


phospholipase A2, group UD 


846 


99 


819 


gi5771420 


Homo sapiens 


AF112982_1 group UD 
secretory phospholipase A2 


852 


100 


819 


gi6453793 


Homo sapiens 


AF188625 1 phospholipase 
A2 


846 


99 


820 


gi21751722 


Homo sapiens 


unnamed protein product 


688 


84 


820 


gi26342939 


Mus musculus 


unnamed protein product 


496 


59 


821 


gil 1094019 


Homo sapiens 


AF305057 2 RTS beta 


2116 


96 


821 


gil 150421 


Homo sapiens 


rTSbeta 


2122 


96 
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TJ3+ rr% 

Ult_JX> 


Species 
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S_score 


Percentage_ 












Identity 




rri 17^/1887 


nomo sapiens 


AAJriuiZoj r 1 0 beta protein 


Ol 77 
ZiZZ 


A<C 

Vo 


822 


gil2803167 


Homo sapiens 


AAH02387 nucleosome 


1728 


99 








assembly protein 1-like 1 






oZZ 


gil 89067 


Homo sapiens 


NAP 


1728 


99 


822 


gi30582885 


Homo sapiens 


nucleosome assembly protein 


1728 


99 








1-like 2 






877 
oZ3 


gU343Z042 


Homo sapiens 


integrin-linked kinase- 


2009 


99 








associated serine/threonine 












phosphatase 2C 






877 




— — : 

Homo sapiens 


AAH06576 mtegnn-lmkea 


2009 


99 








kinase- associated 












serine/threonine phosphatase 

7r* 
zo 






877 


<ri 7 0.077/108 


-— : 

Mus musculus 


ATI AAA"7 A 1 ATi .1, 

0/1 0UU /A14K1K protem 


1926 


94 


OZ 4 * 


<ri7817^1£0 


Mus musculus 


1 7AAA1 <r>A/n>iL- «, A t D :« 

1 3UUU l jdU4Ki k protem 


835 


73 


874. 

OZf 


<ri788/l&8£7 


Homo sapiens 




1 1 CA 

1164 


1 AA 

100 


oZ4 


gi//ooo3o 


Xenopus Iaevis 


Kielin 


239 


36 


87< 
oZO 


giziyzoZjy 


Homo sapiens 


seven transmembrane helix 


1023 


100 








receptor 






one 

825 


giz 1928496 


Homo sapiens 


seven transmembrane helix 


1023 


100 








receptor 






825 


gi21928655 


Homo sapiens 


seven transmembrane helix 


916 


89 








receptor 






OZO 


gl 18480746 


Mus musculus 


olfactory receptor MOR261-10 


1278 


79 


87£ 
SZo 


glZiyZoODD 


Homo sapiens 


seven transmembrane helix 


1456 


93 






_ 


receptor 






OZO 


gUZUDZZZD 


Mus musculus 


olfactory receptor 


1278 


79 








CrA_xoK02T2P3E9-434124o- 












,A7Aft781 
*FJ*HIZo 1 






POT 

oz / 


#»i/17£A7QA 

gl4 /0U/0U 


Mus musculus 


Ten-m3 


364 


95 


OZ / 


r»»<7A*7*7*C1 
gTjJU/ /Ol 


Danio rerio 


ten-m3 


310 


78 


SO 7 
oZ/ 


gio /olooy 


Mus musculus 


AF1 95418 1 ODZ3 


364 


95 


oZo 


gi lozooyio 


Homo sapiens 


AF314817 1 FKSG15 


2437 


98 


ooo 
OZO 


giz 1205852 


Homo sapiens 


AF385429_1 T-cell activation 


3756 


100 








Rho GTPase activating protein; 












TA-GAP 






978 

oZo 


glZIZU30j4 


Homo sapiens 


AF385430_1 T-cell activation 


2850 


100 








Rho GTPase activating protein 












splice variant l; 1 a-vjAjt 






87Q 

ozy 


m 1 A.47770JC 

giiw^zjyo 


— — ; 

Homo sapiens 




383 


62 


870 

czy 


gl^UyU644J 


Homo sapiens 


CUB and sushi multiple 


388 


63 








domains 2 






87Q 
0Z7 


gUUyUo44D 


Homo sapiens 


CUB and sushi multiple 


549 


100 








domains 3 








<*« 1 047770A 


— — ; ; 

Homo sapiens 




383 


62 


830 


gi30908443 


Worn a <smienQ 


\-~>KJl-> oiiu oUoill ILililUpiC 


7RR 

Joo 


OJ 








domains 2 






830 


gi30908445 


Homo sapiens 


CUB and sushi multiple 


549 


100 








domains 3 






831 


gi3342148 


Chi amy dom onas 


myosin heavy chain 


499 


37 






reinhardtii 








831 


gi532124 


Dictyostelium 


myosin IC 


517 


41 






discoideum 








831 


gi8953751 


Arabidopsis thaliana 


myosin heavy chain MYA2 


492 


41 


832 


gi6472600 


Chara corallina 


unconventional myosin heavy 


621 


38 
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Q crnro 


AT Cl WtlllilgC 

Identity 








chain 










— - — — : — — 

Arabidopsis thaliana 


myosin neavy ciuun ivi i 


DZ1 


DO 


odJ. 




Chara coral Una 


myosin 


OZ 1 


^8 
jO 


834 


gi21265163 


Homo sapiens 




2424 


99 


834 


gi7248845 


Homo sapiens 


A Oil 1 Oil 1 inn^nnn 1 

Ar2311z4 l tesucan-i 


Z4/B 


yy 


834 


gi793845 


Homo sapiens 


testican 


2428 


99 


835 


gi20380774 


Homo sapiens 




2930 


on 

yy 


835 


gi22761091 


Homo sapiens 


unnamed protein product 


2350 


99 


835 


gi27502762 


Mus musculus 


hypothetical protein 
MGC28931 


2712 


90 


836 


gi20380774 


Homo sapiens 




2946 


100 | 


836 


gj22761091 


Homo sapiens 


unnamed protein product 


2366 


100 


836 


gi27502762 


Mus musculus 


hypothetical protein 
MGC28931 


2728 


91 


837 


gil7391348 


Homo sapiens 


AAH18615 Similar to brain 
expressed, X- linked 1 


664 


100 


837 


gi7689029 


Homo sapiens 


AF220189_1 uncharacterized 
hypothalamus protein HBEX2 


664 


100 j 


837 


gi9963771 


Homo sapiens 


AF183416_1 ovarian granulosa 
cell 13.0 kDa protein hGR74 
homolog 


664 


100 


838 


gil5215122 


Mus musculus 


chondroadherin 


428 


31 


838 


gi29571143 


Mus musculus 


5430427NllRik protein 


430 


27 


838 


gi30908853 


Homo sapiens 


synleurin 


3201 


100 


839 


gil2842465 


Mus musculus 


unnamed protein product 


567 


92 


839 


gi 15488920 


Homo sapiens 


AAH13587 Similar to RIKEN 
cDNA2010107G23gene 


632 


100 


839 


gi 19354289 


Mus musculus 


RIKEN cDNA 2010107G23 
gene 


567 


92 


840 


gil6549697 


Homo sapiens 


unnamed protein product 


2483 


99 


840 


gi20988071 


Mus musculus 


260001 lE07Rik protein 


919 


80 | 


840 


gi21619776 


Homo sapiens 


Similar to RIKEN cDNA 
260001 1E07 gene 


2491 


100 


841 


gil2963869 


Mus musculus 


gene trap ankyrin repeat 
containing protein 


223 


30 


841 


gi28565117 


Drosophila 
melanogastcr 


myosin phosphatase DMBS-S 


228 


22 


841 


gi30138665 


Nitrosomonas 
europaea ATCC 
19718 


Ankyrin-repeat 


228 


31 


842 


gil2408272 


Homo sapiens 


apolipoprotein IAV splice 
variant a 


1742 


100 


842 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1742 


100 


842 


gil3374351 


Homo sapiens 


AF305226_1 apolipoprotein 

T A 


1725 


99 


843 


gil2408272 


Homo sapiens 


apolipoprotein I^IV splice 
variant a 


1737 


99 


843 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1737 


99 


843 


gil3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1720 


99 


844 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


2296 


100 


844 


gi25005318 


Sus scrofa 


MAM domain containing 


1804 


93 
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glycosylphosphatidylinositol 
ancnor i 






844 


gi25005320 


Sus scrofa 


glycosylphosphatidyl inositol 
anchor 1 protein 


1673 


92 


845 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


5051 


100 


845 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


AAQ\ 


OS 


845 


gi25005320 




Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


ill 50 




846 


gll06o493 




Saccharomyces 

cerevisiae 


Ypri44cp 


579 




846 


gi32487557 


Oryza sativa 
(japonica cultivar- 
group) 


nQ lURo Oft 1 lift £ 0 




32 




gl4UU//Jo 


oCnizosaccriaroniycc 
spombe 


^PUPI fifld (Wtf* 


613 


33 


QAH 


gll4ZoUl/Dl/ 


xiomo sapiens 


"W*clQ/V3m£-lilrf» tirntpin 


3913 


88 


04/ 


gll4/Ui /Oo 


Homo sapiens 




3990 


89 




gi ziz/jjyy 


Homo sapiens 




4079 


98 


848 


gi23273399 


Homo sapiens 




4095 


99 


848 


gi25 059032 


Mus musculus 




1198 


79 


848 


gi29467442 


Homo sapiens 


cytosolic phospholipase A2 
delta 


1512 


41 


849 


gi 14603301 


Homo sapiens 


Uimnfkalioal nrnfom PT F1 1*740 

tiypouieucai protein ru 1 1 f-ry 




100 


849 


gi7291437 


Drosophila 
melanogaster 


CG4071-PA 


510 


49 


849 


gi9955513 


Arabidopsis thaliana 


putative protein 


340 


36 


850 


gi 13161409 


Mus musculus 


family 4 cytochrome P450 


AAA 


71 


850 


•ill 0*>A£vl 

gll3182964 


Mus musculus 


>VrZ3j04j i cyiocnroine rtDwi 

CYP4F13 


iyo 


18 


850 


gli.5Z/oZ44 


Mus musculus 


cyiocnroine rnju, uuniiy **, 
subfamily f, polypeptide 13 


196 


38 


851 


• 1 r\r\A A 00*7 

gi 10944887 


Homo sapiens 


rvjrrxv-UKe proiem 


9475 


OR 


851 


gil3183618 


Homo sapiens 


At j l zo / o__ i r yjr nomoi ogous 
factor receptor 


9494 


07 


851 


'll/l ATI ACS 

gl 13447749 


Homo sapiens 


A 0*70£QO 1 fTVwrkKloet cwrwx/rti 

At z / yo oy__ i norooiasi growm 
factor receptor 5 


9475 




852 


gll09448S7 


Homo sapiens 


rOrK-iiKc proiein 


9701 




852 


gil3183618 


Homo sapiens 


AF31267SM FGF homologous 
factor receptor 


2650 


98 


852 


^Z1 / iAA r 7 r 1Af\ 


. 

Homo sapiens 


A R07tKfiO 1 -RKmhlact crrnwtli 

Ar z / yoo" i riDi ooiooi growm 


9701 


QQ 


853 


gil0944887 


Homo sapiens 


FGFR-like protein 


583 


98 


853 


ml3183618 


Homo saniens 


AF312678_1 FGF homologous 
factor receptor 


583 


98 


853 


gil3447749 


Homo sapiens 


AF279689J fibroblast growth 
factor receptor 5 


583 


98 


854 


gi!2667446 


Rattus norvegicus 


AF336854 1 synaptotagmin 
VUs 


2034 


95 


854 


gi61 36786 


Mus musculus 


synaptotagmin VII 


2025 


95 


854 


gi643656 


Rattus norvegicus 


synaptotagmin VII 


2034 


95 


855 


gi 12053709 


Homo sapiens 


with thrombospondin type 1 
motif; 12 


8842 


100 
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855 


gi27817773 


Mus musculus 


metalloprotease disintegrin 12 
protein 


7094 


80 


855 


gi5923788 


Homo sapiens 


AF140675_1 zinc 

- j n j _ A TTX A \ ATI 'OT 

metalloprotease ADAM li> / 


2471 


51 


856 


gil5929988 


Homo sapiens 


AAH 15423 Similar to TLH29 
protein precursor 


179 


AO 

48 


857 


gi 13542874 


Mus musculus 


Similar to RIKEN cDNA 

V) 1 f\A i at\ai 

2210412D01 


1301 


74 


857 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1591 


94 


857 


gi28277574 


Daniorerio 


Similar to RIKEN cDNA 
221U412D01 gene 


1377 


79 


858 


gi 13542874 


Mus musculus 


ft * „ *1 _ _ f _ r> T TAT? XT _TYk.T A 

Similar to RIKEN cDNA 

111 f\A 1 9TVM 

ZZ1U41ZUU1 


1301 


72 


858 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1591 


94 


858 


gi28277574 


Danio rerio 


Similar to RIKEN cDNA 

11 1 f\A 1 1TNA1 

2210412D01 gene 


1 1<41 

1343 


79 


OCA 

859 


gi20071312 


Mus musculus 


4933425F03RJK protein 


1 11 n 


OA 


859 


gi2l7732 


Oryctolagus 
cuni cuius 


macrophage scavenger receptor 
type I subunit 


1CA1 

602 


38 


859 


gi3339l740 


Homo sapiens 


MGC45780 


1521 


98 


860 


gj20071312 


Mus musculus 


4933425F03Rik protem 


1321 


on 

86 


860 


gi33391740 


Homo sapiens 


MGC45780 


1656 


87 


860 


gi 6478784 


Mus musculus 


scavenger receptor type A SR- 
A 


679 


34 


861 


gil 1493463 


Homo sapiens 


AF130117_38 PR02852 


298 


75 


861 


gi2 1748687 


Homo sapiens 


unnamed protein product 


319 


72 


861 


gi2880l453 


Homo sapiens 


unnamed protein product 


325 


77 


862 


gi 14456629 


Homo sapiens 




1232 


50 


862 


gil5081398 


Homo sapiens 


AF395541__1 kruppel-like zinc 
ringer protein 


•1245 


54 


862 


gi29476835 


Homo sapiens 




1222 


47 


863 


gi 1655 1721 


Homo sapiens 


unnamed protein product 


3124 


99 


863 


gi2 1320872 


Mus musculus 


Cog8 


2744 


87 


863 


gi7297851 


Drosophila 
melanogaster 


CG6488-PA 


1143 


43 


0£A 

864 


• i £i A11C© 

gnoJU725o 


Homo sapiens 


AAHOy/1/ nypotneticaJ 
protein 


CM1 

y4/ 




Ot>4 


miiovurcii 


— — — 

Drosophila 

melanogaster 


C^CYX. 1 Oil T> A 


103 




004 


gl /Z4z3y / 


Homo sapiens 


hypothetical protein 




inn 


865 


gi23274241 


Homo sapiens 


KIAA1892-like 


2039 


86 


SCO 


gizoj 1 14 


Mus musculus 


unnamed protein product 


1 CkKA 

iyo4 


Ol 

oz 


003 


glZo3433oO 


Mus musculus 


unnamed protein product 


lyo4 


CI 

oz 


866 


gil5620885 


Homo sapiens 


KIAA1913 protein 


2495 


100 


000 


oiOft^OAOA 

gizojoy4y4 


Mus musculus 


unnamed protein product 


A*D 1Z 


on 


866 


gi28279830 


Homo sapiens 


KIAA1913 protein 


2495 


100 


867 


gi 1000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


2202 


81 


867 


gil2406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


2740 


100 


867 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


2249 


83 


868 


gil000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1583 


84 


868 


gil2406973 


Homo sapiens 


al anine-glyoxylate 
aminotransferase 2 


1870 


98 
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868 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1630 


86 


869 


gi26892205 


Homo sapiens 


1 , 


448 


39 


869 


gi29436673 


Mus musculus 


17UUv49K14KiK protein 


1 717 


AQ 

yy 


869 


gi4165315 


Sus scrofa 


kallikrein 


452 


41 


870 


gi 17985046 


Brucella raelitensis 
loM 


GLYCOSYL TKANorrlKAaJtj 


130 


28 


870 


g]2U5 15259 


Thermoanaerobacter 
tengc ongensis 


1- 3 — \ i ~f 

predicted glycosyltransierases 




^7 


o/U 


gl44 5 j /:>U 


Streptomyces 
coelicolor A3(2) 


: 

putative transferase 




^7 


872 


gil3649477 


Homo sapiens 


AF250309_1 putative cytokine 
receptor CRX4 precusor 


1998 


100 


872 


gi30584223 


synthetic construct 


Homo sapiens interleukin 17B 
receptor 


1998 


100 


872 


gi8705222 


Homo sapiens 


AF2 12365 1 11^ 1713 receptor 


lyyo 




873 


gil8676472 


Homo sapiens 


FLJ00133 protein 


6475 


100 


873 


gi20379832 


Homo sapiens 


FLJ00133 protein 


3072 


94 


873 


gi29568116 


Mus musculus 


secreted protein SST3 


3973 


84 


875 


gil4249936 


Homo sapiens 


AAH08349 Similar to S- 
adenosylh omocysteine 
hydrolase-like 1 


2581 


100 


875 


gi 16588687 


Homo sapiens 


AF315687JI S- 
adenosylhomocysteine 
hydrolase-like protein 


2429 


92 


875 


gi27692283 


Mus musculus 


S-adenosylhomocysteine 
hydrolase-like 1 


2429 


92 


876 


gi 14279990 


Homo sapiens 


AF294842 1 ubiquitm UBF-fl 


458 


100 


876 


gi29791813 


Homo sapiens 


Ubi qui tin-conj ugatin g enzyme 
E2C, isoform 1 


212 


74 


o/o 


goU5oo4iy 


: 

Homo sapiens 


ubi qui tin-conjugating enzyme 


on 
2.1 Z 


7>l 


Q77 
Off 


glZUUoO 3 1 0 


— — : 

Homo sapiens 


at z^f D ju j_ i prominin-z 

V all dill /V 


47 A 1 


oo 

yy 


R77 
Off 


glZUUoO J 1 o 


— : 

Homo sapiens 


/\rz*fjju*»-_i prominui-z 

variant R 
Vol lalll AJ 


4741 




R77 

Off 


gL£* t T\>D f JUO 


Ratine TiAT^rPcnPiic 


wrvm ini r»_7 
ptUIIllIlilr-X 




74 


R7R 
o to 


oi7Q/*S1n77fi 

£L£2? J J lU/O 


ni/ijiu oajjiciio 




7104 1 


100 


878 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


2099 


99 


R7R 
o/o 


oi7Q7Q17S0 


Hnmn conipnc 
ITUilJU AoJJlCIla 


crr> cn fAT>oif»t~rn— lilrp 1 
all^JV/pUlCLlll 11IUC 1 


J7i 


^7 


R7Q 

O 


giZr^J J 111 / U 


iiuil \\J aouicilo 


AncnoT^riiF+iTi— lilfp S 


2100 


99 


879 




nuiiii/ oojpidJo 


Tiiitsrtivp TinriTi aotpiwiiItr iyw^mti 
puuuivc ii ui jiiugvarMiJuc |smiciii 


2095 


99 


R70 
o ty 


ty i f ju 


I4nmn canipnc 

nuiui/ aitpicijo 


mainnra f^Hn—li lf^ 1 


jyz. 


^7 


OOv 








2100 


00 

yy 


880 


ei29468510 


Homo sapiens 


putative fibrinogen-like protein 


2095 


99 


880 


gi29791750 


Homo sapiens 


angiopoietin-like 1 


392 


37 


881 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


319 


66 


881 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


303 


56 


881 


gi7770139 


Homo sapiens 


API 19917 13 PR01722 


318 


69 


882 


gi 13543706 


Homo sapiens 


AAH06003 


349 


100 


882 


gi20988061 


Mus musculus 


18100l3D10Rik protein 


333 


92 


882 


gi2 1619079 


Homo sapiens 




349 


100 


883 


gil 1493652 


Homo sapiens 


AF200708 I calcium channel 


2552 


100 
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blocker resistance protein 

/"V r DT> 1 






66.3 


gl 13924720 


— : 

Homo sapiens 


Ar252872_l cystme/glutamate 
transporter xCT 


2552 


100 


883 


gi 15082352 


Homo sapiens 


AAH 12087 member 11 


2552 


100 


884 


gi 14252988 


Homo sapiens 


SRPKla protein kmase 


2297 


86 


884 


gi23468345 


Homo sapiens 


SFRS protein kinase 1 


2304 


87 


884 


gi507213 


Homo sapiens 


serine kinase 


2297 


86 


885 


gil8044358 


Homo sapiens 


AAH19883 Similar to lectin- 
like NK cell receptor 


270 


57 


885 


gi9837288 


Homo sapiens 


C-type lectin 


270 


57 I 


885 


gi9837292 


Homo sapiens 


C-type lectin 


270 


57 


886 


gi22164066 


Homo sapiens 


AF388385 1 neuroblastoma- 
amplified protein 


7571 


99 


886 


gi30353863 


Homo sapiens 


NAG protein 


7227 


99 


886 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


6886 


99 


887 


gi22164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


7309 


96 | 


887 


gi30353863 


Homo sapiens 


NAG protein 


6965 


96 


887 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


6624 


96 


888 


gil8645094 


uncultured 
proteobacterium 


M20/M25/M40 family 
peptidase, putative 


383 


38 


888 


gi!9387947 


Mus musculus 


LOC2 12933 protein 


510 


73 


888 


gi28806353 


Vibrio 

parahaemolyticus 


putative M20/M25/M40 family 
peptidase 


387 


35 


889 


gi 11558029 


Homo sapiens 


organic cation transporter 


1857 


99 


889 


gil808825l 


Homo sapiens 


AAH20565 Similar to hBOIT 
for potent brain type organic 
ion transporter 


1839 


95 


889 


gi9663H7 


Homo sapiens 


organic cation transporter 


1849 


99 


890 


gi2l732438 


Homo sapiens 


hypothetical protein 


977 


100 


890 


gi26330392 


Mus musculus 


unnamed protein product 


765 


80 


890 


gi263902ll 


Mus musculus 


unnamed protein product 


765 


80 


891 


gil3375l49 


Homo sapiens 




853 


90 


891 


gi20072584 


Mus musculus 


cDNA sequence BC027127 


259 


37 


891 


gi 7259265 


Mus musculus 


region 


277 


47 


892 


gil6589003 


Homo sapiens 


AF386649_1 bromodomain- 
containing 4 


6353 


99 


892 


gil 8308125 


Mus musculus 


AF461395 1 bromodomain- 
containing protein BRIM long 
variant 


5992 


92 


892 


gi9931486 


Mus musculus 


AF273217_1 cell proliferation 
reiaieu proiein k^/xt 


5994 


92 


893 


gi 15420828 


Homo sapiens 


AF397392_1 NOE3-1 


2504 


99 


893 


gi 19386926 


Rattus norvegicus 


AF442822_1 optimedin form B 


2484 


98 


893 


gil9386930 


Mus musculus 


AF4428241 optimedin form B 


2484 


98 


894 


gi22209078 


Homo sapiens 


hypothetical protein 
DKFZp566D234 


4474 


99 


894 


gi26337809 


Mus musculus 


unnamed protein product 


4135 


91 


894 


gi6330966 


Homo sapiens 


K1AA1263 protein 


4492 


100 


895 


gil2654031 


Homo sapiens 


AAH00819 Similar to CG6950 
gene product 


1538 


99 
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895 


gi5002565 


Takifugu rubripes 


cysteine conjugate beta-lyase 


1235 


55 


895 




numu iMipieiis 


glutamine— phenylpyruvate 
aminotransferase 


1193 


51 


896 


gil4017833 


Homo sapiens 


KIAA1808 protein 


2905 


99 


896 


«j91 fifif.A'X'X 

gL£> J. UuUHjj 


Mus musculus 


Ar4U4/ /2>_i actin-Dinaing 
LIM protein 1 medium isoform 


1498 


60 


896 




ivius musculus 


actin-binding LIM protein 2 


2799 


86 


897 


ffi20623Q9 


xvoiius nurvegicus 


protein serine/threonine kinase 
n>ni6 


818 


52 


897 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


818 


52 


897 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


818 


52 


898 


^uiuu^j yy 


Rattus norvegjcus 


protein serine/threonine kinase 
CPG16 


818 


52 


898 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


818 


52 


898 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


818 


52 


899 


gil3436035 


Mus musculus 


prostaglandin E synthase 2 


1583 


83 






Danio rerio 


Simitar to prostaglandin E 
synthase 2 


1079 


60 




•fvo or\i ao 

giyzouioo 


Macaca fasciculans 


membrane-associated 
prostaglandin E synthase-2 


1907 


97 




glIZoUX£4/ 


Mus musculus 


Complement component 1 3 q 
subcomponent, alpha 
polypeptide 


945 


70 


900 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha 
polypeptide 


1308 


99 


900 


H4XQ4SS4 


— : 

Homo sapiens 


AF135157_1 complement Clq 
A chain precursor 


1308 


99 


901 


£H 12841 760 


Mus musculus 


unnamed protein product 


928 


80 


901 




ivius musculus 


unnamed protein product 


931 


80 


901 


gi30802090 


Homo sapiens 


Similar to RIKEN cDNA 
I o 1 0059G22 gene 


1127 


100 


902 


gi21707458 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


2704 


87 


902 


pi 2565046 


nomu sapiens 




3771 


97 


902 


ei4336714 


Niftic miiooiilno 
IVlUo JUUM/UIUS 


Pax transcription activation 
domain interacting protein PT1P 


4115 


77 


903 


gil4164561 


Xenopus laevis 


AF172855 1 Swift 


467 


79 


903 


gj4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


531 


93 


904 


gil5929776 


Homo sapiens 


AAH 15309 growth suppressor 
1 


135 


41 


904 


gj23271416 


Mus musculus 


Leprel protein 


135 


41 


904 


gj30582917 


Homo sapiens 


1 


135 


41 


905 


gi2443352 


Mus musculus 


platelet glycoprotein lb beta 


149 


45 


905 


gj30908853 


Homo sapiens 


synleurin 


1549 


100 


905 


gi6808603 


Homo sapiens 


AF169675J Ieucine-rich 
repeat transmembrane protein ! 
FLRT1 


147 


40 


906 


gjl3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


1174 


100 
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906 


gil4625822 


Homo ram" en"? 




1 1 *7 A 
11/4 


100 


906 


023272769 


Homo sanien't 


OlOLrCU-UKe i 


1 1*7 A 

1174 


100 


907 


gil3435476 


Mus musculus 


DNA segment, Chr 10, 
umversity or (Jaliiorma at Los 
Angeles 1 


900 


95 


907 


2x2827955^ 


ISallHJ Id 11/ 


oimuar to UiNA segment, Cnr 
iu, umversity or vjaiiiornia at 
Los Angeles 1 


750 


87 


907 


gi29 144983 


Mll<5 mnvnliiQ 


i-jina segment, unr 0, cKA 1 U 
Doi 253, expressed 


657 


67 


908 


gi 1504040 


Homo <mnipn<; 




4470 


56 


908 


gi6273399 


Homo Q5Hiif*nc 

11U1I1V kMt^/IUllO 


j\rz\j\j jHo^i melanoma- 
associated antigen MG50 


4470 


56 


908 


gi7292259 


Orosoohila 
melanogaster 


PniOAOO PA 


2536 


36 


909 


gil504040 


Homo oanipnc 




4470 


56 


909 


ei6273399 


Homo Qurkipric 


Arzuuj*fo__i melanoma- 
associated antigen MG50 


4470 


56 


909 


ri729225Q 


OroQonlit 1 a 
•L'l Uaupi u la 

lUvl CU.IV/ J\fiTT Lwl 


lAjlzUuz-rA 


2536 


36 


910 


gi 1504040 


Homo Qftnif»n« 




4112 


56 


910 


ei6273399 


Homo Qnnipnc 


ajtzuu34 o_i melanoma- 
associatea antigen mlou 


4112 


56 


910 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


2388 


36 


911 


gi 18 175295 


Homo saoiens 


vivdi ibuiuiiii ii precursor 


loco 
1258 


28 


911 


gil8182323 


Mus musculus 


ArnuooH i i crumDS-UKe 

protein 1 precursor 


1242 


29 


911 


gi29144951 


Mus musculus 


5930402A21 protein 


4084 


72 


912 


ei 11493463 


Homn onnipnc 


A T« 1101 1*7 Ifi DDrY^OCO 

at 1 jU1 1 / .58 rKUzoSz 


173 


54 


912 


gi21 104464 


Homo sapiens 


0K/SW-CL.41 


184 


61 


912 ! 


ui6650802 


l L\JHI\J oafslCIlo 


A C1 1 QAO/1 1*7 DDAIOjIO 

Arllouy4 1/ JrKUlo48 


200 


56 


913 


g)6808611 


Homo sapiens 


AF20423M 88-kDaGolgi 
protein 


3237 


99 


913 


ei6969Q80 


ituiiiu sip i ens 


ArlO.5441 1 gOlgmo7 


2345 


98 


913 


ei7211438 


xlLNIIU o<A|JiCILi> 


At 1o4oZz_1 golgin-o7 


2327 


98 


914 


a 15030299 


Kyfi to mitc/^iiftic 


protein kinase, cAMP 
uepenaeni regulatory, type l 

LICUt 


1881 


94 


914 


gi200365 


Mus musculus 


cAMP-dependent protein 
MJioac regulatory suounit 


1886 


94 


914 


gi307377 


Homo saoiens 


i'^vnrLr-acpenaeni protein 
kinase Rl-beta regulatory 
subunit 


1957 


99 i 


915 


gil4017915 


Homo sapiens 


KIAA 1 R40 nrotpin 1 


J40U 


lOA 

ILK) 


915 


gi7022002 


Homo sapiens 


unnamed protein product 


3074 


100 


915 


gj7022284 


Homo sapiens 


unnamed protein product 


3460 


100 


916 


gil845577 


Mus musculus 


-lipoxygenase 


2619 


77 


916 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2617 


77 


916 


gj3645913 


Mus musculus 


-lipoxygenase 


2619 


77 


917 


gil5489302 


Mus musculus 


arachidonate lipoxygenase, 
epidermal 


1142 


69 


917 


gil845577 


Mus musculus 


-lipoxygenase 


1139 


69 


917 


gi3 0047223 


Mus musculus 


Arachidonate lirxaygenase, 


1142 


69 
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om norm n i 
CpiUCllilol 






918 


'If/I OfYl AO 

gl 15489302 


— - 

Mus musculus 


CpiUGlIIicU 


1263 


75 


918 


gil845577 


Mus musculus 


-lipoxygenase 


1260 


75 


A1 o 

918 


gl30047223 


Mus musculus 


ivracniuonaic upuAygeiia&Cj 


1263 


75 


919 


gi!2053299 


Homo sapiens 


hypothetical protein 


2183 


100 


919 


'/■»<■» A TO AO O 

gi22478033 


Homo sapiens 


nypouieucai protein ruxxTrt 


J*r\jy 


91 


At a 

919 


~OOA.4C^1 O 

gl22945612 


TV*- -ft ft ft*t Vfc « 1 ft 

JL/rosopniia 
melanogaster 




131 


23 


AO A 

920 


: i a i no at 

gl 14 198207 


Mus musculus 


nypouicucsu proLcm d^woiuj 


1J77 


98 


920 


• t /\0 vt O iT AO 

gi 19343692 


Homo sapiens 






100 


920 


gi7294965 


Drosophila 
melanogaster 


CG4452-PA 


615 


40 


921 


gi21 594983 


Homo sapiens 


cytokine-] ike protein C17 


9TR 


74 


921 


gi8132683 


Homo sapiens 


AF193766_1 cytokine-like 
protein ui / 


238 


74 


922 


gi2 1594983 


Homo sapiens 


cytokine-like protein CI 7 


9^R 
zoo 


74 


922 


gi8 132683 


Homo sapiens 


AF193766_1 cytokine-like 
protem / 


238 


74 


923 


gi2 1594983 


Homo sapiens 


cytokine-like protein CI 7 


1511 


Rl 

Ol 


923 


gi8132683 


Homo sapiens 


AF193766_1 cytokine-like 
protem Cl / 


381 


81 


924 


gi21594983 


Homo sapiens 


cytokine-like protein CI 7 


263 


98 


924 


gi8 132683 


Homo sapiens 


Ar lyi /oo_l cytofane-iiKe 
protein l,i / 




OR 

yo 


925 


~*\ i c a>i noi 

gi2 1594983 


. 

Homo sapiens 


cyiOKine-iiKc protein k>i / 


jy 1 


100 


925 


;n 1 OOiTOO 

gl8 132683 


Homo sapiens 


AJt* i " j / 00 1 c yio Kine-iiK.c 

protein CI 7 


SOI 


100 


926 


gil 33963 17 


Homo sapiens 




9741 


yy 


926 


gi!7975777 


Homo sapiens 


vesicular mniDitory amino acid 
transporter 


9741 

Z. /HI 


00 

yy 


926 


gi31566392 


Homo sapiens 


Vesicular inhibitory amino acid 
transporter 


2741 


99 


927 


gi22507470 


Mus musculus 


A1413481 protein 


2042 


92 


927 


gi3097285 


Rattus norvegicus 


ZOG 


658 


39 


927 


gi802014 


Rattus norvegicus 


preadipocyte factor 1 


033 


Oy i 


928 


gl 16768374 


Drosophila 
melanogaster 


GM03282p 


i*;7 


JO 


928 


gil8088059 


Mus musculus 


E030025D05Rik protein 


1600 


89 


928 


gi6624073 


Homo sapiens 


AC007743_1 similar to 
hepatitis delta antigen 
interacting protein A 


1755 


93 


929 


gil4250638 


Homo sapiens 


AAH08783 Similar to DMA 

n n n m n mi t /"*L»*» 1 ^ IklMMflfl 

segment, unr 1 /, numan 
D6S54E 


864 


97 


929 


gi3941733 


Mus musculus 


AAC82476 BAT4 


582 


70 


929 


gi4337106 


Homo sapiens 


AAD18082 BAT4 


864 


97 


930 


gi27476065 


Oryzasativa 
(japonica cultivar- 
group) 


Putative 

phosphate/phosphoenolpyruvate 
translocator protein 


266 


30 


930 


gi5911433 


Rattus norvegicus 


AF182714_1 putative 

phosphate/phosphoenolpyruvate 

translocator 


621 


88 


930 


gi9759107 


Arabidopsis thaliana 




282 


30 
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phosphate/phosphoenolpyruvate 
translocator protein-like 






931 


gi 15277895 


Homo sapiens \ 


AArllzyjy o miliar io 
cardiotrophin-like cytokine; 
neurotrophin- 1/B-cell 
stimulating factor-3 


IZlrt 


yy 


931 


gll635oo43 


— : 

Homo sapiens 


carmouopnin~iin>c uyuuiuiic 


1904 


QO 


931 


gi6007643 


Homo sapiens 


neurouopnin- i/o-ccii 

e+i mi lies finer "fiifrfrnr— *\ 
SUmUiallUg lal/iui J 


1 9f)4 \ 


99 

y* 


932 


gl 18490933 


Homo sapiens 




846 


98 


AOI 

932 1 


gl202oo0/4 


Mus muse ul us 




715 


82 


CXI *\ 

932 




Homo sapiens 




853 


99 


933 


gil5982236 


Mus musculus 


putative methionyl 
aminopeptidase 


1095 


94 


933 


gj23306398 


Arabidopsis thaliana 


, putative 






933 


gi24899771 


Arabidopsis thaliana 


, putative 




JU 


934 


gil336013 


Mus musculus 


neurexophilin 2 


^O 




934 


gi22477181 


Homo sapiens 


Similar to neurexophilin 4 


lo^+y 


QO 

yy 


934 


gi4104963 


Rattus norvegicus 


neurexophilin 4 


1493 


90 


935 


gil2852913 


Mus musculus 


unnamed protein product 


193 


75 


935 


gi26326067 


Mus musculus 


unnamed protein product 


193 


75 


937 


gil9387136 


Homo sapiens 


AF479748_1 PYRIN- 
containing APAFl-like protein 
5 


874 


99 


937 


gi202806 


Rattus norvegicus 


vasopressin receptor 


561 


68 


937 


gi28436366 


Homo sapiens 


NALP6 


874 


on 


938 


gill321325 


Homo sapiens 


AF311862 1 Lm-7b 


1030 


1 AA 
100 


938 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog 
of mouse LIN-7B; mammalian 
LIN- 7 protein 2 


1030 


1 AA 
100 


938 


gi3885828 


Rattus norvegicus 


lin-7-A 


1 mo 

ioiy 


oo 
yo 


939 


gil4349125 


Homo sapiens 


alpha2-g!ucosyltransferase 


/Jo 


yo 


939 


gi32490259 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBb0116K07.1 


190 


36 


939 


gi35 13451 


Rattus norvegicus 


potassium channel regulator 1 


/ 15 


50 


940 


gil3325140 


Homo sapiens 


AAH043e3 


JX>yo 


1 AA 
lOU 


940 


gi35768 


Homo sapiens 


polypirimidine tract binding 
protein 


2693 


100 


940 


gi35774 


Homo sapiens 




2693 


100 


941 


gi21 522774 


Homo sapiens 


unnamed protein product 


30oo 


1 AA 
100 


941 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3048 


99 


941 


gi6752658 


Homo sapiens 


AF1 86084 1 epidermal growth 

fb r»f rvr rpnpfit fwntairiinp' TWAtftiTi 
lavivi icpCiu tujuai imijj j/i uioiu 


3043 


OQ 

yy 


942 


gi21522772 


Homo sapiens 


unnamed protein product 


3102 


100 


942 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3043 


98 


942 


gi6752658 


Homo sapiens 


AF186084J epidermal growth 
factor repeat containing protein 


3038 


98 


943 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3867 


99 


943 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5146 


99 


943 


gi29165763 


Mus musculus 


3632413B07Rik protein 


5213 


82 
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944 


gi 13677201 


Homo sapiens 






100 


944 


gi 17980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


*i 1 A A 
J 140 


AA 

99 


944 


gi29165763 


Mus musculus 


3632413B07Rik protein 


3613 


89 


945 


gil!385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3806 


94 


945 


gii7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5085 


95 


945 


gi29165763 


Mus musculus 


3632413B07Rik protein 


5492 j 


85 


946 


gi 11385648 


Homo sapiens 


AF273045J CTCL tumor 
antigen sel4-3 


3806 


94 


946 


gi 17980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5085 


95 


946 


gi29 165763 


Mus musculus 


3632413B07Rik protein 


5566 


87 


947 


gil4043211 


Homo sapiens 


AAH07594 Similar to RIKEN 
cDNA4931428F04gene 


2410 


98 


947 


£21739633 


Homo sapiens 


hypothetical protein 


2430 


97 


947 


gi25058997 


Mus musculus 


1 1 10003N12Rik protein 


941 


63 


949 


gil9387136 


Homo sapiens 


AF479748_1 PYRIN- 
containing APAFl-like protein 
5 


1735 


99 


949 


gi202806 


Rattus norvegicus 


vasopressin receptor 


1030 


64 


949 


gi28436366 


Homo sapiens 


NALP6 


1735 


99 


950 


gi20338417 


Gallus gall us 


potassium channel subunit 


5079 


88 


950 


gi3875660 


Caenorhabditis 
elegans 




2164 


45 


950 j 


gi3978472 


Rattus norvegicus 


potassium channel subunit 


5376 


90 


951 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


4376 


96 


951 


gi21908028 


Homo sapiens 


AF466287 1 a disintegrin and 
metalloprotease domain 33 


4360 


96 


951 


gi21908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


4360 


96 


952 


gil2841733 


Mus musculus 


unnamed protein product 


715 


92 


952 


gi 18606367 


Mus musculus 


RIKEN cDNA 4930570C03 


715 


92 


952 


gi31581976 


Homo sapiens 


FLJ20489 protein 


472 


100 


953 


gi 15420879 


Mus musculus 


AF398971_l ankyrin repeat- 
containing SOCS box protein 
10 


2049 


83 


953 


gil8031949 


Mus musculus 


SOCS box protein ASB-18 


800 


44 


953 


gi 18092200 


Homo sapiens 


AF417920 1 ASB-10 


2174 


91 


954 


gi32707 


Homo sapiens 


interferon-omega 1 


337 


51 


954 


gi386800 


Homo sapiens 


interferon-alpha 


340 


51 


954 


gi491284 


synthetic construct 


IFN-pseudo-omega 2 


799 


98 


955 


gi 15928971 


Homo sapiens 


AAH14951 Similar to neuronal 
thread protein 


430 


90 


955 


gi9844579 


Homo sapiens 




450 


97 


955 


gi9844580 


Homo sapiens 




623 


84 


956 


gil 1559412 


Homo sapiens 


NADPH-dependent retinol 
dehydrogenase/reductase 


587 


100 


956 


gil2804321 


Homo sapiens 


AAH03019 peroxisomal short- 
chain alcohol dehydrogenase 


685 


100 


956 


gi!9113668 


Homo sapiens 


NADP-dependent retinol 
dehydrogenase short isoform 


878 


100 


957 


gi22658418 


Mus musculus 


cDNA sequence BC030934 


1499 


68 


957 


gi28838433 


Homo sapiens 


DKFZp762A2013 protein 


1759 


82 


957 


gi30842594 


Homo sapiens 


putative sulfhydryl oxidase 
precursor 


1668 


78 
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958 


■ i irtc o n eir\ 

gi 1295 8660 


Homo sapiens 


AF321918 1 acid pnospnatase 


2252 


1 Art 

100 


958 


gj 12958 663 


Homo sapiens 


Ar3219l8_4 acid pnospnatase 
variant 3 


1285 


99 


958 


gi52871 


Mus musculus 


lysosomal acid phosphatase 


832 


AC 

45 


959 


Mil 1 JO 

gi 11493443- 


Homo sapiens 


AF130117 27 PRO2209 


1703 


100 


959 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


I703 


100 


959 


gi6855601 


Homo sapiens 


AF 113676 1 PRO0684 


1703 


100 


960 


» 1 \ AlYi A A*i 

gi 11493443 


Homo sapiens 


AF130117 27 PRO2209 


2040 


95 


960 


gi 177829 


Homo sapiens 


alpha- 1-antitrypsin 


2040 


95 


960 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2040 


95 


961 


gil 1493443 


Homo sapiens 


AF130117 27 PRO2209 


2025 


95 


961 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


2025 


95 


961 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2025 


95 


962 


gill 493443 


Homo sapiens 


AF130117 27 PRO2209 


2036 


95 


962 


gi 177829 


Homo sapiens 


alpha-l-antitrypsin 


2036 


95 


962 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2036 


95 


964 


gi!841702 


Macaca fascicularis 


fertilin alpha-I isoform 


3138 


70 | 


964 


gi2632092 


Pongo pygmaeus 


fertilin alpha protein 


4125 


92 


964 


gi794073 


Macaca fascicularis 


fertilin alpha-I 


3138 


70 


965 


gil7887359 


Oryctolagus 
cuniculus 


lipophilin AL2 


248 


54 


965 


gi4107229 


Homo sapiens 


lipophilin A 


454 


100 


965 


gi4l07231 


Homo sapiens 


lipophilin B 


267 


60 


966 


gil3817037 


Homo sapiens 


E-type ATPase 


2812 


99 


966 


gi20988653 


Homo sapiens 


Similar to ectonucleoside 
triphosphate 
diphosphohydrolase 3 


2413 


99 


966 


gi3335100 


Homo sapiens 


CD39L3 


2816 


100 


967 


gi!80251 


Homo sapiens 


precerebellin 


542 


57 


967 


gi6942096 


Mus musculus 


CBLN3 


936 


93 


967 


gi694209i8 


Mus musculus 


AF218380_1 CBLN3 


936 


93 


968 ! 


gil8255724 


Mus musculus 


LOC215928 protein 


I3l 


28 


968 | 


gi2l750370 


Homo sapiens 


unnamed protein product 


1 136 


100 


968 


gi28460663 


Rattus norvegicus 


Na-f dependent glucose 
transporter 1 


185 


30 


969 


gi21750370 


Homo sapiens 


unnamed protein product 


2545 


99 


969 


gi22328120 


Homo sapiens 


hypothetical protein 
DKFZp761N1114 


2077 


99 


969 


gi26332881 


Mus musculus 


unnamed protein product 


2116 


86 


970 


gil3161123 


Homo sapiens 


AF332239J transcript Y 10 


147 


54 


970 


gi4545317 


Acipenser ruthenus 


AF129437_1 immunoglobulin 
light chain precursor 


149 


25 


970 


gi9937599 


Salmo trutta 


AF296378_1 MHCclassI 
heavy chain 


153 


31 


0*71 


gi i zyw /4o 


i 

Mus musculus 


ArJ loo 1Z_ l neuronal 
pentraxin receptor 


ZZU7 


DO 

05 


971 


gi2253263 


Rattus norvegicus 


neuronal pentraxin receptor 


2232 


89 1 


971 


gi41 60197 


Homo sapiens 




2512 


99 


972 


gi27884137 


Danio rerio 




3553 


78 


972 


gi3 170615 


Mus musculus 


DOC4 


4166 


96 


972 


gi4760782 


Mus musculus , 


Ten-m4 


4188 


96 


973 


gil4714932 


Homo sapiens 


AAH10623 -like 1 


3770 


100 


973 


gi21748606 


Homo sapiens 


FU00380 protein 


3729 


96 


973 


gi541678 


Homo sapiens 


hbZ17 


3729 


96 
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a>_score 


Jrerceniage_ 
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QHA 

y/4 


rrI1 TflAAIfM 
gll /U443U1 


■ : : 

Leisnmania major 


possioie ujvi- Dinomg racior 




JO 


y/4 


glxJUyMoz 


Drosophila 
njcioiiogasicr 


OOi3oUy-rA 


oyy i 


HO 




gl// lolUU 


Kanus norvcgicus 


j\rAA\jyyj_i selective .uhyi 
binding factor 




OS 


975 


gi20799661 


Mus musculus 


AF503575 1 mucolipin-2 


1593 


71 


yij 


glZ441 / iyj 


Mus musculus 


mucolipin 2 


1 <(V2 
1J7J 


71 


y/j 


gJZ44 i / fy 0 


Homo sapiens 


mucolipin 2 


101? 


oo 


976 


©20799661 


Mus musculus 


AF503575 1 mucolipin-2 


2394 


83 


y/o 


gl2441 //y3 


Mus musculus 


mucolipin 2 


Z3^4 


03 


976 


gi24417795 


Homo sapiens 


mucolipin 2 


2817 


99 


977 


gil5 10147 


Homo sapiens 




a AO 


Z3 


977 


gl22477432 


Homo sapiens 


U&J? /Ar /o2NZ3 1 o protein 


4D3Z 




977 


gl403020. 


Mus musculus 


En-2/lacZ fusion protein 


QQQ 

yea 


yo 


980 


gil513059 


Homo sapiens 


serin protease with IGF- 
b in ding motif 


22U3 


yL 


Ann 

yaU 


gllo21244 


. 

Homo sapiens 


_ - _ i i T i i _i J.. j._ . DDCC1 1 

novel senne protease, rKoa 1 1 


22U3 


oo 
yz 


980 


•rAfll f 1 A 

gj5281519 


Homo sapiens 


AF157o23_l H 1KA senne 
protease 


2203 


cy> 

yz 


981 


M 1 AAA ■* O 

gill990l26 


Camelus 
dromedarius 


chymosin 


1187 


56 


no 1 


glMOOV/ 


Sus scrofa 


_ . 

preproch ym osin 


1 1 PT 

1 lo/ 


<Q 
JO 


981 


gi7008025 


Callithrix jacchus 


prochymosin 


1346 


64 ! 


982 


gi27356934 


Homo sapiens 


extracellular sulfatase SULF-2 


293 


100 


982 


gi27356938 


Mus musculus 


extracellular sulfatase SULF-2 


288 


100 


982 


gi28 191290 


Homo sapiens 


sulfatase SULF1 precursor 


276 


68 


984 


gi27 124671 


Homo sapiens 


Zn-carboxypeptidase 


nnno 

ZLKJo 


99 


(\0 A 

984 


gi27529696 


Paralichthys 
olivaceus 


carboxypeptidase B 


OAO 


4y 




gtOU 13403 


Bothrops jararaca 


r ri r : 

carboxypeptidase nomolog 


fil 7 
Ol / 


40 


985 


gi27124671 


Homo sapiens 


Zn-carboxypeptidase 


2008 


99 




gi27529oyo 


raralicntnys 
olivaceus 


carboxypeptidase B 


AAA 


4y 


OQ^ 

yoi 


glOU 13403 


Bothrops jararaca 


carboxypeptidase homolog 


51/ 


AC 

40 


9oo 


gl 11543703 


Homo sapiens 


topi T1 


0O3 




OQ£ 

9oo 


•11 CylCTAT 

gtl 1343 /(// 


Homo sapiens 




o4j 


1AA 

1UU 


986 


gL20381021 


Mus musculus 


Nifu-pending protein 


807 


96 


aot 

987 


gl 123 14022 


Homo sapiens 




ooi 


89 


987 


gi22417143 


Homo sapiens 


CGI-301 protein 


853 


100 


987 


gi32879760 


Homo sapiens 


Snf7 homologue associated 
with Alix 1 


883 


89 


988 


gi 1 2805221 


Mus musculus 


Lymphocyte antigen 6 
complex, locus A 


137 


33 


988 


gl 198924 


Mus musculus 


T . . £. A T 

Ly-oA.2 


137 


33 




glZUl 1 13 


mus museums 


i-ceii activation proxein 


13 / 


jj 


989 


gil7512406 


Mus musculus 


differential display and 
activated by p53 


1063 


67 


989 


gi25166615 


Homo sapiens 


AF223000_1 DDA3-like 
protein 


1673 


99 


989 ' 


gi25 166621 


Homo sapiens 


AF32289U DDA3-like 
protein 


1673 


99 


990 


gil5990480 


Homo sapiens 


-binding protein 2 


1570 


100 


990 


gi21961217 


Homo sapiens 


-binding protein 2 


1570 


100 | 


990 


gi22213050 


Mus musculus 


B230313N05Rik protein 


1555 


98 
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991 


gi204058 


Rattus norvegicus 


— : - — 3 

extracellular signal-related 
kinase 3 


1/1 OO 


oz 


991 


gi23903 


Homo sapiens 


63kDa protein kinase 


zoy4 


oo 

yy 


991 


gi27882123 


Danio rerio 


Similar to mitogen-activated 
protein kinase 4 


lo/u 


ol 


992 


gil7016967 


Homo sapiens 


AF435011 1 NUANCJd 


CAZA 1 


0*7 

yv 


992 


gil7861384 


Homo sapiens 


nesprin-2 gamma 


j04o 


07 

y/ 


992 


gi24417711 


Homo sapiens 


nesprin-2 


D04J 


0*7 

y/ 


993 


gil8204756 


Mus musculus 


23 10044D20Rik protem 


o2o 


Do 


993 


gi21 706580 


Mus musculus 


A83 007302 1 Rik protein 


1*7 A 

1 /u 


zy 


993 


gi33328302 


Homo sapiens 


NS5ATP6 


yy / 


i on 
1UU 


994 


gi 19353 133 


Mus musculus 


Clq-Iike 


vol 


oo 


994 


gi26996600 


Mus musculus 


Similar to Clq-like 


1468 


94 


994 


gi32401227 


Homo sapiens 


AF525315_1 Clq-domam 
containing protein 


1528 


AO 

98 


995 


gil4718648 


Homo sapiens 


allantoicase 


1633 


99 


995 


gi20987689 


Homo sapiens 


Similar to allantoicase 


1838 


AA 

99 


995 


gi9255889 


Mus musculus 


AF278712 1 allantoicase 


1465 


77 


996 


gil5617341 


Homo sapiens 


LAG-3 protein precursor 


2813 


99 


996 


gj30851187 


Homo sapiens 


LAG3 protein 


1906 


99 


996 


gi579596 


Homo sapiens 


lymphocyte protein 


2651 


98 


997 


gil3810285 


Rattus norvegicus 


guanine nucleotide 
release/exchange factor 


5813 


91 


997 


gi2522208 


Homo sapiens 


Ras-GRF2 


6407 


AA 

99 


997 


gi5882290 


Homo sapiens 


Ras guanine nucleotide 
exchange factor 2 


6401 


AA 

99 


998 


gi22038159 


Homo sapiens 


At527o0d 1 zizumnl 


QS.A A 

ID44 


i nn 


998 


gi28374168 


Mus musculus 


AAySyoUl protem 


onAi 

oUUl 


yz 


998 


gi31419757 


Mus musculus 


AA959601 protein 


8001 


92 


999 


gi 10433672 


Homo sapiens 


unnamed protein product 


1530 


1 AA 

100 


999 


gi 19263505 


Homo sapiens 


hypothetical protem FU12242 


1530 


1 AA 

100 


999 


gi23272394 


Homo sapiens 


KCTD2 protein 


728 


67 


1000 


gi 14041 697 


Homo sapiens 




3585 


99 


1000 


gi21594273 


Homo sapiens 




3626 


100 


1000 


gi25303955 


Homo sapiens 




3600 


100 


1001 


gil438532 


Rattus norvegicus 


rAl 


527 


25 


1001 


gi 1438534 


Rattus norvegicus 


rA9 


4640 


67 


1001 


gi27371336 


Homo sapiens 


Similar to CTD-binding SR- 
like protein rA9 


2008 


97 


1002 


gi 1438534 


Rattus norvegicus 


rA9 


4640 


67 


1002 


gi27371336 


Homo sapiens 


Similar to CTD-binding SR- 
like protein rA9 


2008 


97 


1002 


gi7296722 


Drosophila 
melanogaster 


CG2926-PA 


536 


23 


1003 


gi 1675220 


Cricetulus griseus 


SREBP cleavage activating 
protein 


oiy4 


oo 


1003 


gi23240172 


Drosophila 
melanogaster 


CG33131-PA 


1077 


32 


1003 


gi30048445 


Mus musculus 


Similar to SREBP 
CI^AVAGl^ACriVATING 
PROTEIN 


2600 


89 


1004 


gil2652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


1004 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 
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US* TTfc 


apecies 


1 IjUllfcMMBl J 5*%mfc 

i/cscnpuon 


O atUlc 


lUCUUljr 




gl/O/ /UJo 


nuoiu aapiciia 


AP1S*k£^0 1 nAfaosiiim 

nriJJUJZ 1 J/lHooalUlJl 

fhiiTvnpl mn/tiilatnrv "fiictm* 


1983 


oo 


1005 


gi26341968 


Mus musculus 


unnamed protein product 


654 


54 


i aa< 

100.) 


giz /oyj j<>y 


Mus musculus 


MLn-OoOl / protein 


1UJO 




1 AA^. 
1003 


gU04olo4o 


Homo sapiens 






^z 


1000 


glllo/jJlo 


Mus musculus 


VTTT 

synaptotagmin Xlu 




so 
oy 


1 AA/t 


gl 14/10/ /4 


Rattus norvegicus 


ajj fDHDO i synapioiagmm ij 


Zvl/v 


oy 


1006 


gi21410154 


Mus musculus 


synaptotagmin 13 


2004 


89 


1007 


gil 1342591 


Mus musculus 


RanBP7/importin 7 


5415 


99 


1007 


gi32330683 


Mus musculus 


importin 7 


5427 


99 


1007 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5447 


100 


1008 


gil7939650 


Homo sapiens 


AAH 19302 hypothetical 
protein FU 12525 


3770 


99 


1008 


gi 18676522 


Homo sapiens 


FU00158 protein 


1512 


1 AA 
100 


1008 


gi27462078 


Homo sapiens 


Ar 116730 1 MSTP060 


3739 


96 


1009 


gi28981429 


Mus musculus 


Ddefl protein 


4690 


95 


1009 


gi4063614 


Mus musculus 


ADP-ribosylation factor- 
directed GTPase activating 
protein isoiorm a 


4701 


94 


1009 


gi4406393 


Bostaurus 


differentiation enhancing factor 
1 


4700 


rvc 

95 


1011 


gil3872813 


Homo sapiens 


fibulin-6 


541 


29 


1011 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


537 


29 


1011 


gi9280405 


Homo sapiens 


AF245505 1 adhcan 


1631 


47 


1012 


gi 12843704 


Mus musculus 


unnamed protein product 


1005 


72 


1013 


gi 12833251 


Mus musculus 


unnamed protein product 


710 


CO 
JO 


1013 


gil751l8lo 


Homo sapiens 


AAH 18 /do .Similar to KLKJiN 
cUNA 1 1 10U3ZUZZ gene 


14o8 


AA 


1 A1 1 

1013 


1 JC7Q 

gtzOO/lO/o 


— — 

Mus musculus 




T1 A 
/10 


CO 

J<S 


1A1 A 

1014 


gllZoojZM 


Mus musculus 


~ ; 

unnamed protein product 


/4o 


A< 
Oj 


1014 


gll /j1 lolO 


Homo sapiens 


AAriio/jo oimuar to KJJsJbiN 
ci^iN/v 1 1 iuioxwzz gene 


IOCS 
1ZOO 


OA 


1 A1 A 

1014 


glZOU/lO/O 


— — 

Mus musculus 






a^ 

Oj 


1015 


gil3529248 


Homo sapiens 


Centrin3 


839 


99 


1 A1 C 

1015 


gl224o401 


Homo sapiens 


centrin 


J54Z 


1 AA 
100 


1 A1 C. 

10O 


gLJO.) oZZO 


Homo sapiens 






oo 


1 AK 
lOlt) 


gL3 14j->ZjO 


Homo sapiens 


imaoijjjIO^i / protein 


Z4^0 


1 AA 


lOlo 


guZ4yzyo / 


Homo sapiens 


selenoprotein O 


Z4yo 


1 AA 
100 


1016 


gi6572230 


Homo sapiens 




1879 


99 


1 An 
101 / 


gUl430Zjb 


Homo sapiens 


iMAOiiJ j 1 03 1 / protein 


Z14Z 


1 AA 

100 


1017 


■t»->/1 noftA'7 

giiZ4yzyo / 


Homo sapiens 


selenoprotein 0 


Z14Z 


1 AA 
100 


1017 


gi6572230 


Homo sapiens 




3997 


99 


1018 


gi2 1928729 


Homo sapiens 


seven transmembrane helix 
receptor 


2190 


99 


1 A1 9 
lOlo 


giooy.>/oi 


Homo sapiens 


A 171 A r /*7 C Q 1 tnolotlAnmn 

Ari4//oo_i meianopsm 


zzzo 


01 

yl 


1018 


gi6693703 


Mus musculus 


AF147789_1 melanopsin 


1729 


74 


1019 


gi20072741 


Mus musculus 


E430025L02Rik protein 


2634 


80 


1019 


gi28380382 


Drosophila 
meianogaster 


CG4168-PA 


309 


29 


1019 


gi439296 


Homo sapiens 


garp 


793 


37 


1020 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA 
synthetase 


1346 


99 


1020 


gil5706421 


Homo sapiens 


middle-chain acyl-CoA 
synthetase 1 


1346 


99 
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1020 


gi5019275 


Bos taurus 


xenobi otic/medium-chain fatty 
acid:CoA ligase form XL-IE 


1088 


78 


1021 


gil8874700 


Homo sapiens 


AF478469JI Rap! guanine 
nucleoti de-exchange factor 
PDZ-GEF2B 


5803 


98 


1021 


gi20386206 


Homo sapiens 


AF478567J PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


5822 


98 


1021 


gi6650766 


Homo sapiens 
• 


API 17947_1 PDZdomain- 
containing guanine nucleotide 
exchange factor I 


6216 


100 


1022 


gil8874698 


Homo sapiens 


AF478468_1 Rapl guanine 
nucleotide-exchange factor 
PDZ-GEF2A 


5923 


99 


1022 


gil8874700 


Homo sapiens 


AF478469_1 Rapl guanine 
nucleotide-exchange factor 
PDZ-GEF2B 


5923 


99 


1022 


gi20386206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


5942 


100 


1023 


gil3810306 


Homo sapiens 


transmembrane protein 7 


261 


37 


1023 


gil8250724 


Mus musculus 


transmembrane protein 7 


257 


36 


1023 


gi20270907 


Oncorhynchus 
my kiss 


AF483531_1 VHSV-induced 
protein-5 


233 


33 


1024 


gi20071315 


Mus musculus 


AA589509 protein 


1116 


76 


1024 


gi21779866 


Mus musculus 


AF458068_1 IL-17RE 


2052 


66 


1024 


gi21779869 


Homo sapiens 


AF458069J IH7RE 


2896 


100 


1025 


gi20071315 


Mus musculus 


AA589509 protein 


1116 


76 


1025 


gi21 779866 


Mus musculus 


AF458068 1 IL-17RE 


2028 


72 


1025 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


2928 


100 


1026 


gil4150450 


Rattus norvegicus 


AF241241J UDP- 
GalNAc:polypeptide N- 
acetylgalactosaminyltransf erase 
T9 


1350 


93 


1026 


gi25809274 


Homo sapiens 


polypeptide N- 

acetylgalactosaminyltransferase 
10 


1390 


97 


1026 


gi28268676 


Homo sapiens 


UDP-N-acetyl-alpha-D- 
galactosamineipolypeptide N- 
acetylgalactosaminyltransferase 
10 


1384 


96 


1027 


gl 15217067 


Homo sapiens 


AF400436_l stem cell factor 
isoform I 


1019 


95 


1027 


gl 1827477 


Felis catus 


stem cell factor 


896 


84 


1027 


gi337934 


Homo sapiens 


stem cell factor 


1019 


95 


1 AOO i 


gi i j / /o*o 


Homo sapiens 


U tJ-caan enn-z s 


1572 


DO 


1028 


gi30171995 


Homo sapiens 


cadherin-24 


2721 


93 


1028 


gi30171998 


Homo sapiens 


cadherin-24 variant 


2987 


99 


1029 


gil377895 


Homo sapiens 


OB-cadherin-2 


1621 


60 


1029 


gi30171995 


Homo sapiens 


cadherin-24 


2770 


99 


1029 


gi30171998 


Homo sapiens 


cadherin-24 variant 


2721 


93 


1030 


gil398903 


Mus musculus 


Ca2+ dependent activator 
protein for secretion 


6763 


94 


1030 


gi21541504 


Homo sapiens 


AF458662J calcium- 
dependent activator protein for 


6440 


93 
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secretion protein 






i aia 


gl577428 


Rattus norvegicus 
. 


Ca2+-dependent activator 
protein; calcium-dependent 
actin-binding protein 


6449 


93 




mil A7T70O 


Homo sapiens 


putative dipeptidase 


1847 


99 


i a^i 


mill OOjI>I 

gll 1 LZjJ44 


Homo sapiens 


putative metallopepudase 


1319 


72 ! 


1 A** 1 
lUJl 




Mus musculus 


putative membrane-bound 
dipeptidase-3 


1313 


71 




mil AQ1£^9 

gii i^yjojz 


— : 

Homo sapiens 


AF200708_i calcium channel 
blocker resistance protein 


2552 


100 


1032 


gil3924720 


Homo sapiens 


AF252872_1 cystine/glutamate 
transporter xCT 


2552 


100 




oil 5AR9^9 


Homo sapiens 


A A til if\on 1_ t t 

AAH 12087 member 1 1 


2552 


100 


1033 


gil7028348 


Homo sapiens 


DKFZP586G1517 protein 


3748 


100 


1 All 


gizuyg /y/4 


Mus musculus 


2410004L15Rik protein 


3473 


92 


1033 


gi29612455 


Mus musculus 


2410004L15Rik protein 


3807 


92 




gll 9332987 


Homo sapiens 


Similar to KIAA0433 protein 


6348 


98 


1034 


gi2887437 


Homo sapiens 


KIAA0433 


6487 


99 


1034 


gi314l8648 


Mus musculus 




4981 


97 


1035 


gil 1066463 


Rattus norvegicus 


AF225961_1 RhoGEF 
glutamate transport modulator 
GTRAP48 


6385 


80 


1035 


gil9387126 


Mus musculus 


AF467766 1 guanine 
nucleotide exchange factor 


1778 


33 




gi/1 10160 


Homo sapiens 


guanine nucleotide exchange 
factor 


1792 


38 




gllU/Zo /iJ4 


Drosophila 
melanogaster 


CG5521-PA 


508 


35 




glZ'tUOl /VI/ 


Mus musculus 


GAP-related interacting partner 
toKlz 


986 


97 


1036 


gi4240257 


Homo sapiens 


K1AA0884 protein 


2491 


100 | 


1037 


gi20269957 


Sus scrofa 

— 


AF498759J phospholipase C 
delta 4 


1472 


85 




mOt 1A*7/v1 A 
glZi JU/OIU 


Mus musculus 


phospholipase C delta 4 


1327 


77 


IvJ / 


glJ / 1*K>0 


Rattus norvegicus 


phospholipase C delta-4 


1295 


76 


i \jjo 


gHOjJZOoD 


Homo sapiens 


unnamed protein product 


2084 


99 


1018 




Mus musculus 


unnamed protein product 


1085 


54 


1038 


gi26327387 


Mus musculus 


unnamed protein product 


1085 


54 


1010 

1UJ7 


oil £452 A 1 or 


Mus musculus 


olfactory receptor MOR261-6 


1323 i 


81 


1039 


gi32052343 


Mus musculus 


olfactory receptor 
GA_x6K02T2P3E9-4384160- 
4Jo3zze 


1323 


81 

- 


1039 




— ; 

Homo sapiens 




1410 


100 


1040 


gi29791964 


Homo sapiens 


Thrombospondin 4 


4798 


yy 


1040 


gi3 11626 


Homo sapiens 


thrombospondin-4 


4787 


99 


1040 


gi3860231 


Mus musculus 


thrombospondin-4 


4557 


93 


1041 


gil4043083 


Homo sapiens 


AAH07524 sperm associated 
antigen 9 


660 


100 


1041 


gi24460121 


Homo sapiens 


AF327452J JNK-associated 
leucine-zipper protein 


273 


98 


1041 


gi29169179 


Homo sapiens 


PHET 


343 


98 


1042 


gi21654741 


Homo sapiens 


peptide/histidine transporter 


2771 


95 


1042 


gi2208839 


Rattus norvegicus I 


peptide/histidine transporter 


2344 


82 
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1042 


gi33 126130 


Homo sapiens 


peptide/histidine transporter 


2736 


94 


1043 


gi22831474 


Drosophila 
melanogaster 


CG14622-PC 


2508 


47 


1043 


gi22831475 


Drosophila 
melanogaster 


CG14622-PB 


2508 


47 


1043 


gi29477075 


Mus musculus 


Similar to dishevelled 
associated activator of 
morphogenesis 1 


2521 


93 


1044 


gil5929979 


Homo sapiens 


AAH15418 Similar to zinc 
finger protein 345 


14 10 


1 AA 
100 


1044 


gi33417243 


Mus musculus 


B2303 121 1 8Rik protem 


1 TOO 


J / 


1044 


gi5080758 


Homo sapiens 


AC007842_3 BC331191J 


1922 


52 


1045 


gil2655913 


Homo sapiens 


AF2275l6_l sprouty-4A 


386 


98 


1045 


gil2655915 


Homo sapiens 


AF2275l7_l sprouty-4C 


386 


AO 

98 


1045 


gi29747900 


Mus musculus 


Sprouty homolog 4 


320 


81 


1046 


gi29692498 


Mus musculus 


NAAG-pephdase D 


3447 


88 


1046 


gi3211746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypepti dase 


2819 


70 


1046 


gi4539525 


Homo sapiens 


NAALADase II protein 


3881 


100 


1047 


gi21750009 


Homo sapiens 


unnamed protein product 


1414 


99 


1047 


gi235 12248 


Homo sapiens 


Similar to DISCO Interacting 
Protein 2 


676 


53 


1047 


gi26449269 


Macaca fascicularis 


hypothetical protein 


i /in 
1421 


AA 

99 


1048 


gi5918167 


Homo sapiens 


plexin-Bl/SEP receptor 


3578 


42 


1048 


gj6651051 


Mus musculus 


AF133093 2 plexm6 


3147 


40 


1048 


gi98 85259 


Homo sapiens 


AF149019 1 plexm-B3 


3140 


A A 

40 


1049 


gil5081392 


Homo sapiens 


AF395817_1 NAC1 protein 


1268 


55 


1049 


gi30931339 


Mus musculus 


Nac 1 -pending protein 


1254 


57 


1049 


gi33392751 


Homo sapiens 


NAC1 protein 


1268 


55 


1050 


gil 1692802 


Homo sapiens 


AF320294_1 ABCG8 


3123 


99 


1050 


gil5088540 


Homo sapiens 


AF324494 1 sterolin-2 


3127 


99 


1050 


gil5146444 


Homo sapiens 


AF351824 1 sterolin-2 


3117 


99 


1051 


gi 12652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


1051 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


1051 


gi7677058 


Homo sapiens 


AF155652J potassium 
channel modulatory factor 


1983 


99 


1052 


gi33395 


Homo sapiens 




703 


70 


1052 


gi33730 


Homo sapiens 


immunoglobulin lambda light 
chain 


716 


71 


1052 


gi33734 


Homo sapiens 


immunoglobulin lambda light 
chain 


716 


71 


1053 


gi2 1388773 


Homo sapiens 


kringle-containing protein 


1764 


80 


1053 


gi2 1388775 


Homo sapiens 


kringle-containing protein 


1453 


78 


1 AC'S 


mil ifoion 
glZlo2J!>JU 


Homo sapiens 


kringle-containing 
transmembrane protein 




Oo 


1054 


gil4495324 


Homo sapiens 


CMRF35A 


432 


48 


1054 


gil8490143 


Homo sapiens 


CMRF35 leukocyte 
immunoglobulin-like receptor 


432 


48 


1054 


gi396170 


Homo sapiens 


CMRF-35 antigen 


432 


48 


1055 


gi4468255 


Homo sapiens 


MHC class I antigen 


1925 


98 


1055 


gi4468256 


Homo sapiens 


MHC class I antigen 


1974 


100 


1055 


gi487909 


Homo sapiens 


HLA-A11 antigen All. 1 


1914 


97 


1056 


gi21667214 


Homo sapiens 


AF465767 1 


741 


100 
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bactericidal/penneability- 
increasing protein-like 3 






1056 


gi32490539 


Homo sapiens 


RY2G5 


171 


32 


1056 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


210 


35 


1057 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/perm eability- 
increasing protein-like 3 


2223 


99 


1057 


gi32490539 


Homo sapiens 


RY2G5 


524 


31 


1057 


gj57732 


Rattus rattus 


potential ligand-binding 
protein 


564 


32 


1058 


gi21667214 


Homo sapiens 


AF465767_1 

bacterid dal/permeabflity- 

increasing protein-like 3 


1916 


99 


1058 


gi32490539 


Homo sapiens 


RY2G5 


434 


31 


1058 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


473 


33 


1059 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


1842 


100 


1059 


gi32490539 


Homo sapiens 


RY2G5 


434 


31 


1059 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


473 


33 


1060 


gil3529158 


Homo sapiens 


AAH05349 


1128 


99 


1060 


gi529514 


Sus scrota 


neuronal endocrine protein 


1092 


95 


1060 


gi77 18079 


Homo sapiens 


neuroendocrine protein 7B2 


1148 


100 


1061 


gi 15929030 


Homo sapiens 


AAH14973 


2325 


100 


1061 


gil6551493 


Homo sapiens 


unnamed protein product 


2321 


99 


1061 


gil 8698601 


Homo sapiens 


AF467443_1 Smith-Magenis 
syndrome chromosome region 
candidate 7 protein 


2325 


100 


1062 


gil3543081 


Mus musculus 


claudin 6 


822 


70 


1062 


gi4128041 


Homo sapiens 


claudin-9 protein 


1116 


100 


1062 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 


1063 


gi 1215742 


Homo sapiens 


HIP 


434 


65 


1063 


gil4286258 


Homo sapiens 


AAH08926 ribosomal protein 
L29 


434 


65 


1063 


gi793843 


Homo sapiens 


ribosomal protein L29 


434 


65 


1064 


gi4587895 


Rattus norvegicus 


AF072509_1 glutamate 
receptor interacting protein 2 


3549 


86 


1064 


gi4731287 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


100 1 

3281 


Ql 

ol 


1064 


gi6601555 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


3549 


86 


1 A/CC 

1UOD 






n i Mnlp/1- 1 
UlbdUICU- 1 


7R07 

ZrOV I 




1065 


gi3288852 


Homo sapiens 


disabled-1 


2865 


99 


1065 


gi81 18615 


Homo sapiens 


AF263547 1 disabled-1 


2842 


99 


1066 


gil6877456 


Homo sapiens 


AAH16974 


1711 


100 


1066 


gi208 10324 


Homo sapiens 




1410 


86 


1066 J 


gi26351033 


Mus musculus 


unnamed protein product 


1236 


76 


1067 


gil5430703 


Homo sapiens 


AF362953_1 testis specific 
serine/threonine kinase 2 


1858 


99 


1067 


gi2738898 


Mus musculus 


protein kinase 


1683 


89 


1067 


gB3590489 


Rattus norvegicus 


serine/threonine kinase 22B 


1754 


92 
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1068 


gi 12963879 


Homo sapiens 


prostaglandin D synthase 


980 


96 


1068 


gi 13543568 


Homo sapiens 


PTGDS protein 


980 


96 


1068 


gi 189772 


Homo sapiens 


prostaglandin D2 synthase 


980 


96 


1069 


gil4336718 


Homo sapiens 


AE006464_18 similar to 
HAGH 


1157 


100 


1069 


gi20988885 


Mus museums 


2810014I23Rik protein 


1153 


79 


1069 


gi2459803 


Rattus norvegicus 


RSP29 


645 


48 


1070 


gil3397835 


Homo sapiens 


annexin A13 isoform b 


1795 


99 


1070 


gi21218387 


Oryctolagus 
cimiculus 


AF510726J annexin Xmb 


1589 


88 


1070 


gi757784 


Canis familiaris 


annexin XMb 


1621 


89 


1071 


gi204222 


Rattus norvegicus 


GAB A transporter protein 


3094 


96 


1071 


gi21707908 


Homo sapiens 


, member 1 


3126 


98 


1071 


gi31658 


Homo sapiens 


GAB A transporter j 


3111 


98 


1072 


gil4165176 


Rattus norvegicus 


AF378093_1 sodium channel 
beta 3 subunit 


823 


98 


1072 


gi7160975 


Homo sapiens 


voltage-gated sodium channel 
beta-3 subunit 


834 


100 


1072 


gi7161889 


Rattus norvegicus 


voltage-gated sodium channel 
beta-3 subunit 


823 


98 


1073 


gi20381266 


Homo sapiens 


Glypican 2 


3040 


100 


1073 


gi440127 


Rattus norvegicus 


cerebroglycan 


2506 


82 


1073 


gi59H320 


Mus museums 


AF105268_1 glypican-6 


1164 


44 


1074 


gil8676470 


Homo sapiens 


FU00132 protein 


2515 


99 


1074 


gil9344068 


Mus musculus 


2700038E08Rik protein 


3407 


77 


1074 


gi23274106 


Mus musculus 


2700038E08Rik protein 


3407 


77 


1075 


gi25396387 


Homo sapiens 


alpha 2,6-sialyltransferase 


2844 


100 


1075 


gi27650880 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


1183 


100 


1075 


gi452751 


Gallus gall us 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyltransferase 


943 


54 


1076 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


2002 


99 


1076 


gi 13344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2223 


100 


1076 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


2223 


100 


1077 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


1662 


96 


1077 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


1662 


96 


1077 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 


1662 


96 


1078 


gil77870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2718 


39 


1078 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2718 


39 


1078 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2712 


39 


1079 


gi25303946 


Homo sapiens 


alpha-2-macroglobuIin 


1290 


35 


1079 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1290 


35 


1079 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1291 


36 


1080 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


761 


31 


1080 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


792 


32 
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1080 


©671865 


Gallus gall us 


ovomacroglobulin, ovostatin 


792 


32 


1081 


gi!77870 


Homo sapiens 


alpha-2-macroglobuIin 
precursor 


2736 


on 
39 


1081 


©25303946 


Homo sapiens 


alpha-2-macroglobulin 


2736 


39 


1081 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2730 


39 


1082 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


1290 


35 


1082 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1290 


35 


1082 


©579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1291 


36 


1083 


©17512361 


Mus museums 


esterase 31 


2029 


66 


1083 


©29476863 


Mus museums 


Similar to esterase 31 


2022 


66 


1083 


©404389 


Mus sp. 


carboxylesterase; Es-male 


2001 


66 


1084 


©207286 


Rattus norvegicus 


TGF-beta masking protein 
large subunit 


8721 


89 


1084 


©26006334 


Mus museums 


latent transforming growth 
factor beta binding protein 1L 


8630 


88 


1084 


©3493176 


Mus museums 


latent TGF beta binding protein 


8627 


88 


1085 


©17985371 


Homo sapiens 


13 binding protein 


861 


100 


1085 


©18466808 


Homo sapiens 


AF28367M cervical cancer 1 
proto-oncogene-binding protein 
KG19 


853 


99 


1085 


©21961229 


Homo sapiens 


BRI3 binding protein 


861 


100 


1086 


©222833 


Gallus gallus 


M-protein 


2924 


42 


1086 


©2950347 


Mus musculus 


M-protein 


2908 


42 


1086 


©407097 


Homo sapiens 


165kD protein 


2912 


42 


1087 


©12655165 


Homo sapiens 


AAH01438 zinc finger protein 
256 


693 


65 


1087 


©30582545 


Homo sapiens 


zinc finger protein 256 


693 


65 


1087 


©4894364 


Homo sapiens 


AF067165_1 zinc finger 
protein 3 


693 


65 


1088 


©1613848 


Homo sapiens 


zinc finger protein zfp6 


311 


49 


1088 


©30582545 


Homo sapiens 


zinc finger protein 256 


309 


56 


1088 


©4894364 


Homo sapiens 


AF067165_l zinc finger 
protein 3 


309 


56 


1089 


©12655452 


Homo sapiens 


keratin associated protein 4.7 


981 


76 


1089 


©12655460 


Homo sapiens 


keratin associated protein 4.12 


970 


77 


1089 


©12655464 


Homo sapiens 


keratin associated protein 4.15 


973 


81 


1090 


©12655446 


Homo sapiens 


keratin associated protein 4.4 


400 


69 


1090 


©12655452 


Homo sapiens 


keratin associated protein 4.7 


383 


81 


1090 


©12655460 


Homo sapiens 


keratin associated protein 4.12 


400 


61 


1091 


©12655452 


Homo sapiens 


keratin associated protein 4.7 


1219 


90 


1091 


©12655460 


Homo sapiens 


keratin associated protein 4.12 


1158 


88 


1091 


©12655464 


Homo sapiens 


keratin associated protein 4.15 


1260 


100 


1092 


©15722084 


Homo sapiens 




1991 


100 


1092 


©434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1289 


63 


1092 


©506431 


Homo sapiens 


lysosomal acid lipase 


1289 


63 


1093 


©15722084 


Homo sapiens 




1935 


100 


1093 


©434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1289 


63 


1093 


©506431 


Homo sapiens 


lysosomal acid lipase 


1289 


63 


1094 


©20152322 


Homo sapiens 


putative G-protein coupled 
receptor 


1558 


99 


1094 


©32526601 


Homo sapiens 


GPRC5D 


1558 


99 


1094 


©8118040 


Homo sapiens 


AF209923 1 orphan G-protein 


1804 


99 
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coupled receptor 






1095 


gil5099951 


Mus muscuhis 


AF384160_1 diacylglycerol 
acyltransferase 2 


596 


49 


1095 


gil8129609 


Homo sapiens 


AF384161_1 diacylglycerol 
acyltransferase 2 


597 


49 




gi27693972 


Mus musculus 


diacylglycerol O- 
acyltransferase 2 


596 


49 




gi 172245 98 


Homo sapiens 


AF293615_1 blood dendritic 
cell antigen 2 protein 


1134 


95 


1096 


gil7225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1134 


95 


lU9o 


gi 17225339 


Homo sapiens 


AF32546GM dendritic lectin b 
isoform 


930 


80 


1097 


gil7224598 


Homo sapiens 


AF293615_1 blood dendritic 
cell antigen 2 protein 


1182 


99 


1097 


gil7225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1182 


99 


1097 


gi 17225339 


Homo sapiens 


AF32546XM dendritic lectin b 
isoform 


978 


84 


1098 


gil8479834 


Mus musculus 


olfactory receptor MOR144-1 


1220 


77 


1098 


gi21929119 


Homo sapiens 


seven transmembrane helix 
receptor 


1595 


100 


1098 


gi32063297 


Mus musculus 


olfactory receptor 
GA_x6K02T2PVTD- 
14025733-14026668 


1220 


77 


1099 


gil9526645 


Homo sapiens 


AF430017_1 intestinal 
membrane mucin MUC17 


775 


33 


1099 


gi59U169 


Homo sapiens 


AF147790_1 transmembrane 
mucin 12 


3049 


99 


1 AAA 

1099 


gi59U171 


Homo sapiens 


AF147791 1 mucin 11 


671 


54 


1100 


gi219497 


Homo sapiens 


biliary glycoprotein 


446 


34 


1100 


gi3172151 


Homo sapiens 


BGPg_HUMAN 


446 


34 


1100 


gi37198 


Homo sapiens 


TM 1 -CEA preprotein 


446 


34 


1101 


gi 1504040 


Homo sapiens 




4709 


60 


1101 


gj6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


4709 


60 


1 1 A1 


gj7292259 


Drosophila 
melanogaster 


CG12002-PA 


2660 


38 


1102 


gil504040 


Homo sapiens 




4596 


59 


1102 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


4596 


59 


1102 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


2606 


38 


1 1 ni 
1 IUJ 


* * fSA'y can/ - 

gj 10435776 


Homo sapiens 


unnamed protein product 


4413 


99 


1 1 ni 


' 11/11 A 

gi 1161 1734 


Homo sapiens 


AF245388 1 GREBla 


510 


46 


11UJ 


gi/264653 


Mus musculus 


AF1 80470 1 Kiaa0575 


3121 


53 


1 1 A/1 


gi 1(019041 


Drosophila 
mel anogaster 


AF427496_1 occludin-like 

nrntfin 


184 


23 


1104 


gi20219008 


Chlamydomonas 
reinhardtii 


AF394181_1 coiled-coil 
flagellar protein 


673 j 


36 


1104 


gi7301551 


Drosophila 
melanogaster 


CG6059-PA 


169 


19 


1105 


gil2654511 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1105 


gil4043167 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1105 


gil5079904 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1106 


gi21666374 


Mus musculus 


swan 


325 


72 


1106 


gi21666376 


Mus musculus 


swan 


325 


72 
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pa i*r»p n f~oop 


1106 


gi29747798 


1 — " 

Mus musculus 


QAnnnfljOJOfTPiV rn-Atpin 


704 


86 


1 1 AT 

1107 


gl 15076843 


Homo sapiens 


ATJOnA^n 1 rv>/*Q"nPY-Iilrp 
Ax*Z3^*ljU_l pCCoilCA-Ila*/ 

•TVlWl"*»1t"l 1 

pruicni i 


2759 


68 


1107 


gllo 15754/ 


_ 

Mus musculus 


/\-TxO 17 J J 1 pCUdUCA-lLB-C J 


4201 


93 


1107 


gi6650377 


Mus musculus 


AT7AOXOB/C 1 nPT^npY 1 

/vrUyoZoO 1 pecancx i 


7767 


67 


1108 


gil5076843 


Homo sapiens 


AF233450JI pecanex-like 
protein i 


2402 


73 


1 1 AO 

1108 


gll815/54/ 


"T? T 

Mus musculus 


A 170^70^1 1 nppnnpv-lilrp ^ 


3138 


97 


1108 


©6650377 


Mus musculus 


ACTIO/?? 0 ./* 1 npronPY 1 

Arv/yozoo i pecanex i 




71 


1109 


gi21 595759 


Homo sapiens 


similar to wuo 


91 1 ! 


71 


1109 


gi7020440 


Homo sapiens 


unnamed protein product 


215 


57 


1109 


gi7770237 


Homo sapiens 


Ar 1 lyy 1 / OZ rKUZoZZ 


919 


Ol 


1110 


gi26333913 


Mus musculus ^ 


unnamed protein product 


740 


Rl 


1110 


gi26343633 


Mus musculus 


unnamed protein product 


7AQ 


Rl 


1110 


gi2737062l 


Homo sapiens 


Similar to hypothetical protein 
rJUJj i Ij i 


R9R 


eye 


1111 


gl 12043567 


Homo sapiens 


unc-93 related protein 


ID I L 


00 


1111 


gi 1739091 5 


Mus musculus 


uncyj nomoiog u 


IjO/ 


R7 
o/ 


mi 


gi23271746 


Mus musculus 


Unc93b protein 


1367 


87 


1112 


gil599046l 


Homo sapiens 


AAH15612 nng ringer protein 
25 


Z40D 


inn 


1112 


gi 184905 13 


Mus musculus 


Rnf25 protein 




Q9 
oZ 


1112 


gi2917941 1 


Mus musculus 


Ring finger protein 25 




87 i 
oZ 


1113 


gi 19716048 


Xenopus laevis 


Weel B kinase 


1123 1 


45 


1113 


gi2827996 


Xenopus laevis 


weel homolog 


1291 


51 


1113 


gi644770 


Xenopus laevis 


Weel A kinase 


1296 


51 


1115 


gil5030119 


Mus musculus 


311 00570 1 2Rik protein 


111 


A*7 

97 


1115 


gi23093574 


Drosophila 
melanogaster 


CG32112-PA 


366 


42 


1115 


gi23093575 


Drosophila 
melanogaster 


CG32112-PB 


397 


47 


1116 


gil 1493409 


Homo sapiens 


AF130117 10 PRO0898 


129 


CA 

59 


1116 


gi21708029 


Homo sapiens 


similar to Alu subfamily SQ 
sequence contamination 
warning entry 


135 


70 


1116 


gi2880099l 


Homo sapiens 


unnamed protein product 


1Z4 


0/ 


1117 


gil3810898 


Rattus norvegicus 


AF322216_1 inhibin binding 
protein long isofonn 


515 


32 


1117 


gi2370143 


Homo sapiens 


immunoglobulin-like domain- 
containing 1 


cni 
5U3 


«SZ 


1117 


gi2645890 


Homo sapiens 


IGSF1 


503 


32 


1118 


gi2370143 


Homo sapiens 


immunoglobulin-like domain- 
containing 1 


OAT 

30/ 


Jo 


1118 


gi32330685 


Mus musculus 


inniDin binding protein/pi zu 
long isofbrm 


11 n 


JO 


1118 


gi32330691 


Mus musculus 


inhibin binding protein/pl20 
variant 4 


310 


38 


1119 


gi21595190 


Mus musculus 


2510001 A17Rik protein 


4878 


95 


1119 


gi21707128 


Homo sapiens 


Ran binding protein 1 1 


5047 


99 


1119 


gi6650612 


Homo sapiens 


AF111109J Ran binding 
protein 1 1 


5047 


99 


1120 


gil399805 


Homo sapiens 


Bbp/53BP2 


2078 


46 


1120 


gil6197705 


Homo sapiens 


ASPP2 protein 


2439 


47 


1120 


gil8652832 


Homo sapiens 


ASPP1 protein 


5703 


99 
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1122 


gi2598461 


Homo sapiens 




1893 


97 


1122 


gi31418316 


Homo sapiens 


Heat shock 70kD protein 
binding protein 


1893 


97 


1122 


gi4049268 


Homo sapiens 


putative tumor suppressor 
ST13 


1893 


97 


1123 


gi!1991844 


Homo sapiens 


AF243505_1 fibrocyte-derived 
protein 


676 


100 


1123 


gil2619173 


Homo sapiens 


melanoma inhibitory activity 
like protein 


676 


100 


1123 


gi 12668328 


Homo sapiens 


melanoma inhibitory activity 
like protein 


676 


100 


1124 


gi22760096 


Homo sapiens 


unnamed protein product 


1047 


89 


1124 


gi27883913 


Homo sapiens 


POTE 


525 


46 


1124 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


743 


85 


1125 


gil 1990779 


Homo sapiens 




548 


43 


1125 


gi22760096 


Homo sapiens 


unnamed protein product 


831 


87 


1125 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


743 


85 


1126 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


265 


67 


1126 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


259 


66 


1126 


gi7770139 


Homo sapiens 


API 19917 13 PR01722 


266 


60 


1128 


gil6588454 


Homo sapiens 


AF3 12374 1 AGTRAP protein 


708 


95 


1128 


gil6878260 


Homo sapiens 


AAH17328 Similar to 
angiotensin II, type I receptor- 
associated protein 


726 


100 


1128 


gi9621816 


Homo sapiens 


AF165187_1 ATRAP 


708 


95 


1129 


gil2330704 


Mus musculus 


AF333770_l cell recognition 
molecule CASPR4 


1376 


71 


1129 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


1864 


98 


1129 


gi21961652 


Mus musculus 


contactin associated protein 4 


1376 


71 


1130 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


6812 


99 


1130 


gil8390059 


Homo sapiens 


AF463518_1 cell recognition 
protein CASPR4 


4738 


70 


1130 


gi21961652 


Mus musculus 


contactin associated protein 4 


4709 


68 


1131 


gil0336504 


Homo sapiens 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransferase 


2014 


61 


1131 


gi21552746 


Homo sapiens 


AF410457J putative 
polypeptide N- 

acetylgalactosam inyltransf erase 


3157 


99 


1131 


gi21552969 


Mus musculus 


AF467979J Williams-Beuren 
syndrome critical region gene 
17 


3098 


97 


1132 


gi 13625 176 


Homo sapiens 


AF251057 1 thrombospondin 


575 


46 


1132 


gi 18490857 


Homo sapiens 


Thrombospondin 


575 


46 


1132 


gj3 1127148 


Mus musculus 


2610028F08Rik protein 


860 


96 


1133 


gil 1907599 


Homo sapiens 


AF208291 1 protein kinase 
HTPK2 


857 


50 


1133 


gi5305331 


Mus musculus 


AF071070 1 protein kinase 
Myak-L 


856 


49 


1133 


gi5815145 


Mus musculus 


AF170304J nuclear body 
associated kinase 2b 


856 


49 
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OJUA^ JUL/ 


nit m 

OIL JUL/ 


vnoniic 


Description 


S_score 


Percentage^ 
Identity 


1134 


gL&^f Art/ 1 7UJ 




Qimilor tr\ V~I A A TAT3 nrnfain 

oimuar 10 jviaa.14zj protein 


5ZZ 


1UU 


1134 


<ri7241227 




jviaa \.*\ld proiem 


TV) 


1 AA 
100 


1134 


in7100805 


melanogaster 


CClllAflQ PA 


1/1 


M 


1135 


mil 5901 **8 


1 VI lib JXlliSCUlUo 




1862 


48 


1135 


pi 1457 150? 


nuuiu ixipicjib 


-— - — — — 

calcium-promoted Ras 
inactivator 


All A 

41 /4 


r\r\ 
99 


1135 


pi*4 185904 

git 1 OJa>t 


Hnmn coniMie 
ITUJILU oapiCIlo 


rasGAP-activating-like protein 


loyl 


AO 

48 


1137 


gil5128103 


Mus musculus 


AF397007 1 nephronectin 


2962 


87 




oil 5198105 
gl 1 J 1x0 1UO 


mus niuscuius 


Ariy/vvo 1 nepnronectin 


2934 


85 


1137 


gil5430246 


Mus musculus 


nephronectin short isoform 


2802 


83 


1 loo 


gllOU*HO/-> 


Homo sapiens 


AAH 15704 joined to JAZF1 


2622 


100 


1 1 

1 1 JO 


oi 1 78*9054 


L/rosopnua 

tnolnnnim pfar 

mcianogasier 


£>DU4ioyp 


904 


42 




01^004/^090 


ivius muscuius 


ui liincDJUe protem 


1941 


96 


1 110 


cri 1 9*54090 


Homo sapiens 


A A until 1 - 1 t , . _ . 

AAjHOIJii mesenchymal stem 

nail mvaIa*** HCPTXTC 

ceil protein Di>ci>/:> 


719 


74 


i ijy 


gl 1 / J 1ZZ31 


— : 

Homo sapiens 


AAH 1 9 1 04 mesenchymal stem 
ceil protem uaLJJ / j 


716 


74 


1139 


gi7638247 


Homo sapiens 


AF242773_l mesenchymal 
stem cell protem DSCD75 


719 


74 






— : 

Homo sapiens 


TAUA1 

IAjtAJ 


481 


100 


1140 


gi32967237 


Homo sapiens 


TAFA3.2 


923 


100 


1 140 


c»i17Q*'7*J , A1 


Mus musculus 


TAFA3 


390 


82 


1141 J 


gi32967231 


Homo sapiens 


TAFA3 


738 


100 


1 141 
1 i*f 1 


giozyo /zj / 


Homo sapiens 


TAFA3.2 


481 


100 


1141 


gi32967243 


Mus musculus 


TAFA3 


634 


87 


1 1 AO 
I 14Z 


gl 104435/0 / 


Homo sapiens 


AF268610_1 THEG protein 


1934 


88 


1 1AO 


mini /VCOTVl 

gLZUJUoz /4 


Homo sapiens 


testicular haploid expressed 
gene 


1934 


88 


1 14Z 


gl/4IOl34 


Homo sapiens 


testis-specific gene 


1934 


88 


1143 


gi21928259 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 




gizi 928496 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


1 1/11 
114J 


gi2 1928655 


Homo sapiens 
— — 


seven transmembrane helix 
receptor 


916 


89 


1 144 


gl 1 o4oU /40 


Mus musculus 


oltactory receptor MOR261-10 


1278 


79 


1144 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1456 


93 


1144 


gi32052225 


Mus musculus 


olfactory receptor 
OA XoK02lZr3E9-434124o- 
4340281 


1278 


79 


1 14A 


giiD / fy\)yZ 


Homo sapiens 


A A Til /l^n CI- ^ 1 _ m 

AAH 146 13 Similar to syntaxin 
18 


1295 


100 


1146 


gi30583139 


Homo sapiens 


syntaxin 18 


1295 


100 


1146 


gi30585223 


synthetic construct 


Homo sapiens syntaxin 18 


1295 


100 


1147 


gil4573319 


Homo sapiens 


AF334755 1 interleukin-1 
HY2 


812 


99 


1147 


gi 14573321 


Homo sapiens 


AF334756 1 mterleukin-1 
HY2 


812 


99 


1147 


g>18025344 


Homo sapiens 


interleukin-1 receptor 
antagonist-like FIL1 theta 


809 


99 


1148 


gi 1668744 


Homo sapiens 


HHa5 hair keratin type I 


1114 


72 
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Percentage^ 








intermediate filament 






1148 


gi3724107 


Homo sapiens 


type I hair keratin 5 


1114 


72 


1148 


gi4103158 


Mus musculus 


hair keratin acidic V J-TnS 
keratin 


1 1 lO 


/z 


1149 


gi23271416 


Mus musculus 


Leorel nrotein 


141 


m 
JU 


1149 


gi30582917 


Homo sapiens 


1 


1^0 




1149 


gi6166378 


Mus musculus 


AF165163 1 growth 
suppressor 1L 


141 




1150 


gil6550754 


Homo sapiens 


unnamed nrotein nrnduct 


11V7 
Ijj / 


on 
yu 


1150 


gil699265 


Homo sapiens 


malignant cell expression- 
enhanced eene/tumor 
progression-enhanced gene 


389 


57 


1150 


gi27529955 


Mus musculus 


mBBl 


1284 


86 


1151 


& 14595019 


Homo sapiens 


keratin 6 irs 


1 QQfl 


/O 


1151 


gil8031724 


Mus musculus 


keratin protein K6irs 


1948 


75 


1151 


gi27901522 


Homo sapiens 


VerntiTi ft 




94 


1152 


gil 1066090 


Homo sapiens 


API 05 109 1 mntriv 
metal lonrnteasp MMP-77 




84 


1152 


gi 12006364 


Tupaia belangeri 


AF281673_1 matrix 

m etal 1 orrrofpi na«ft-97 


1859 


71 


1152 


gi3511149 


Gall us gall us 


matrix metalloproteinase 


1213 


50 


1153 


gil 1066090 


Homo sapiens 


£\r i yj i y** i matrix 

metalloprotease MMP-27 


2233 


84 


1153 


gil2006364 


Tupaia belangeri 


metal Ioproteinase-27 




71 


1153 


gi3511149 


Gallus gall us 


matrix metalloproteinase 


1213 


50 


1154 


gi24710913 


Homo sapiens 


Mjpprcssor oi iuscQ 


2599 


100 


1154 


gi5739507 


Homo sapiens 


AF175770_1 suppressor of 
fused 


2594 


99 


1154 


gi6689894 


Homo sapiens 


AF159447_1 Suppressor of 


2599 


100 


1155 


gi20387085 


Oncorhynchus 
mykiss 


—i 


680 




31 


1155 


gi2l667212 


Homo sapiens 


bactericidal/permeability- 

niw wioiug JJIVIGUJ— 11 JVC /+ 


2600 


100 


1155 


gi28173296 


Cyprinus carpio 


hartpririrfal n*»rm#»aKi1rHf 
wufiaiuuai jpcriiicaijilliy— 

increasing 

orotein/IiDonol v^trrhnrirlpw 
binding protein 


*7A"> 


31 


1156 


gi 12082687 


Homo sapiens 


SrV-related HMfi-hmr nmtpin 


zuoo 


1 AA 


1156 


gi24047297 


Homo sapiens 


SRY-box 18 


9A/C/; 


1 AH 


1156 


gi8894593 


Homo sapiens 


SOX18 protein 


2066 


100 


1157 


gil9526647 


Homo sapiens 


AF462348 1 AX idrmvl-Tii trr» 

domain-containing protein 




AO 


1157 


Ji21758574 


Homo sapiens 


unnamed protein product 


922 


97 


1157 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


173 


32 


1158 


gi 19526647 " 


Homo sapiens 


AF462348_1 oxidored-nitro 
domain-containing protein 


842 


92 


1158 


gi21758574 


Homo sapiens 


unnamed protein product 


922 


97 


1158 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


173 


32 


1159 


gil79422l 


Mus musculus 


DNA ligase Ill-beta 


2977 


89 


1159 


gil794223 


Mus musculus 


DNA ligase IE-alpha 


2977 


89 
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1159 


gi29 165722 


Mus musculus 


1 * In TWT A A T*D 

hgase III, DNA, Air- 
dependent 


3U1U 


on 

oy 


1160 


gil052871 


Homo sapiens 


squamous cell carcinoma 
antigen 2 


879 


AC 

45 


1160 


gi 15667919 


Homo sapiens 


AF411191 1 SERrlfNtSlz 


ZlK>3 


95 


1160 


gi887465 


Homo sapiens 


leupin 


879 


45 


1163 


gi296H342 


Homo sapiens 


AF425650_1 MBD1- 
containing chromatin associated 
factor 


352 


52 


1163 


gi7228l49 


Mus musculus 


ATFa-associated factor 


357 


29 


1163 


gi7303705 


Drosophila 
melanogaster 


CG12340-PA 


187 


31 


1166 


gil42H398 


Homo sapiens 


AF3 80342 l caspase-8L 


263 


100 


1166 


gil940l527 


Homo sapiens 


procaspase-8 


223 


95 


1166 


gi2038l326 


Homo sapiens 


Similar to caspase 8, apoptosis- 
related cysteine protease 


263 


100 


1167 


gi 10440448 


Homo sapiens 


FU00060 protein 


1204 


98 


1167 


gi30466084 


Bostaurus 


killer cell immunoglobulin-like 
receptor KIR3DS1 


800 


53 


1167 


gi30466086 


Bostaums 


killer cell immunoglobulin-hke 
receptor KIR3DL1 


783 


53 


1168 


gi 1799570 


Rattus norvegicus 


HP120 


4573 


99 


1168 


gi29792l60 


Homo sapiens 


TIP120 protein 


4586 


99 


1168 


gi7688703 


Homo sapiens 


AF157326_1 TIP 120 protein 


4573 


99 


1169 


gil3016701 


Homo sapiens 


activating coreceptor NKp80 


1226 


100 


1169 


gi22449867 


Macaca fascicularis 


NKp80 NK receptor 


1122 


90 


1169 


gi7188567 


Homo sapiens 


AF175206_1 lectin-like 
receptor Fl 


1226 


100 


1171 


gi21619190 


Homo sapiens 


-like IX-linked 


2785 


100 


1171 


gi3021409 


Homo sapiens 


like 1 protein 


3057 


100 


1171 


gi30353941 


Homo sapiens 


TBL1X protein 


3057 


100 


1172 


gil699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


671 


65 


1172 


gi27529955 


Mus musculus 


mBBl 


646 


67 


1172 


gi33355691 


Homo sapiens 


transmembrane channel-like 
protein 4 


642 


100 


1173 


gil699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


671 


65 


1173 


gi27529955 


Mus musculus 


mBBl 


646 


67 


1173 


gi33355691 


Homo sapiens 


transmembrane channel-like 
protein 4 


642 


100 


1174 


gi 16550754 


Homo sapiens 


unnamed protein product 


1881 


100 


1 I'M 
11/4 


giioyyzoD 


Homo sapiens 


malignant ceil expression- 
enhanced gene/tumor 
progressi on-enhanced gene 


sou 


R1 


1174 


gi27529955 


Mus musculus 


mBBl 


1810 


95 


1175 


gi 13 182755 


Homo sapiens 


AF212237J HPHRP 


1210 


100 


1175 


gi 15929309 


Homo sapiens 


Phosphotri esterase related 


1210 


100 


1175 


gi29791939 


Homo sapiens 


phosphotri esterase related 


1210 


100 


1177 


gil0047271 


Homo sapiens 


KIAA1598 protein 


789 


99 


1177 


gi22539701 


Mus musculus 


4930506M07Rik protein 


818 


96 


1177 


gi26349641 


Mus musculus 


unnamed protein product 


818 


96 
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1178 


gil4272704 


Homo sapiens 


unnamed protein product 


1 _> 1 


yo 


1178 


gil9575509 


Homo sapiens 


unnamed protein product 


164 


100 


1178 


gil9575655 


Homo sapiens 


unnamed protein product 


1 CA 

164 


100 


1182 


gil3377880 


Cricetulus 
longicaudatus 


AF336043_1 arginineN- 
methyi transferase p82 isoform 


3253 


85 


1182 


gil3377882 


Cricetulus 
longicaudatus 


AF336044_1 arguiine N- 
methyltransferase p77 isoform 


3253 


85 


1182 


gil3879453 


Mus musculus 


cDNA sequence BC006705 


3260 


85 


1183 


gi!4424574 


Homo sapiens 


AAH09315 phosphatidylserine 
decarboxylase 


111 


100 


1183 


gil6306618 


Homo sapiens 


AAH01482 phosphatidylseTine 
decarboxylase 


1218 


96 


1183 


gil91185 


Cricetulus griseus 


phosphatidylserine 
decarboxylase 


1128 


on 

88 


1184 


gi 10086253 


Homo sapiens 


glucocorucoid-inducea ulLZ 


4oU 


no 


1184 


gil 1907580 


Mus musculus 


AF201289_1 TSC22-related 
inducible leucine zipper 3c 


891 


87 


1184 


gi5919161 


Homo sapiens 


AF183393_1 TSC-22-hke 
Protein 


460 


AO 

98 


1185 


gi 13 874437 


Homo sapiens 


cerebral protein- 1 1 


1457 


_ro 
00 


1185 


gi20987344 


Mus musculus 


LOC212904 protein 


3064 


89 


1185 


gi24980850 


Homo sapiens 




3283 


1 AA 

100 


1186 


gil4035978 


Homo sapiens 


unnamed protein product 


2577 


100 


1186 


gil4272784 


Homo sapiens 


unnamed protein product 


2577 


100 


1186 


gi!6923351 


Homo sapiens 


AF204270 1 RbBP-35 


1431 


99 


1187 


gil8676660 


Homo sapiens 


FLJ00229 protein 


930 


97 


1187 


gil9343701 


Mus musculus 


RIKEN cDNA A630054L15 


913 


93 


1187 


gi25955706 


Homo sapiens 


Similar to hypothetical protein 
MGC38041 


936 


97 


1188 


gil7865311 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


4646 


100 


1188 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4646 


100 


1188 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4787 


99 


1189 


gil7865311 


Homo sapiens 


AF452102JI dipeptidyl 
peptidase-like protein 9 


4384 


95 


1189 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4384 


95 


1189 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


A Oi 


AC 

SO 


1190 


gi 178653 11 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


/feci 


AO 


1190 


* 0*701 AC CO 

gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


*IO_> L 


y<s 


1 1 OA 

1190 


gi29293087 


Homo sapiens 


,1 ■ - . , ■ ■■ f ■ .1 ■ .1 f T _1j-i_.rt.L- C\ 

aipepnayl peptidase y 


4oyz 


Ofi 

yo 


1 1Q1 
1 iyl 




U/Yms\ MniMie 

nomu KipiCIlo 


XVJUUoUIILal piUlCUJ O^J 


554 


99 


1191 


gi 13279149 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1191 


gi 13436422 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1192 


gi 16549206 


Homo sapiens 


unnamed protein product 


680 


100 


1193 


gi21 756739 


Homo sapiens 


unnamed protein product 


4771 


97 


1193 


gi6453538 


Homo sapiens 


hypothetical protein 


4159 


99 


1193 


gi6634025 


Homo sapiens 


KJAA0379 protein 


3467 


67 


1194 


gi 12652695 


Homo sapiens 


AAH00096 HtrA-like serine 
protease 


2116 


93 


1194 


gi5870865 


Homo sapiens 


serine protease 


2116 


93 
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1 1 QA 

ny4 


gi /o /zooy 


. 

Homo sapiens 


Ari4ijiD_i serine proiease 
nlrdZ 


zi io 


yo 


1195 


gil387985 


Homo sapiens 


A3 adenosine receptor 


904 


100 


1195 


gi20988265 


Homo sapiens 


adenosine A3 receptor 


904 


100 


1195 


'r\r» SCO A O 1 

gi22658481 


Homo sapiens 


adenosine receptor A3 


OA /I 


1 AA 

100 


1196 


gi24078514 


Mus musculus 


AF454954 1 crossveinless-2 


988 


91 


1196 


gi32816043 


Mus musculus 


BMP-binding endothelial 
regulator precursor protein 


988 


91 


1196 


gi32892l46 


Homo sapiens 


crossveinless-2 


1085 


100 


1197 


gil8479346 


Mus musculus 


olfactory receptor MOR10M 


1334 


82 


1197 


gi 18480772 


Mus musculus 


olfactory receptor MOR101-2 


1415 


84 


1197 


gi32054443 


Mus musculus 


olfactory receptor 

GA_x6K02T2PBJ9-2443810- 

2444775 


1415 


84 


1198 


gil6502169 


Salmonella enterica 
subsp. enterica 
serovar Typhi 


putative DNA methylase 


751 


93 


1198 


gi29137981 


Salmonella enterica 
subsp. enterica 
serovar Typhi Ty2 


putative DNA methylase 


751 


93 


1198 


gi498768 


Serratia marcescens 


Deoxyadenosyi- 
meth yl transferase 


330 


51 


1199 


gil213589 


Xenopus laevis 


Prostaglandin D Synthase 


290 


33 


1199 


gi 1697475 1 


Gallus gallus 


CAJUI 


335 


37 


1199 


gi666121 


Xenopus laevis 


cpl-1 


291 


33 


1200 


gi20987993 


Mus musculus 


MGC41336 protein 


1212 


90 


1200 


gi22296200 


Therm osynechococc 
us elongatus BP-1 


• J in\i a , -| . 

asparagmyl-tRNA synthetase 


1046 


46 


1200 


gi32448516 


Pirellula sp. 


asparaginyl-tRNA synthetase 


1034 


47 


1201 


gi20067381 


Homo sapiens 


ALMS1 protein 


242 


41 


1201 


gi21 552774 


Mus musculus 


AF425257_1 Almstrom 
syndrome I protein 


217 


38 


1201 


gi32693320 


Homo sapiens 


ALMS1 protein 


242 


41 


1202 


gi 12655061 


Homo sapiens 


A AT Wf\ « ^ n f\ 

AAH01380 


495 


92 


1202 


*s>*> ni nftn 

gi23574788 


Macaca fasciculans 


succinate dehydrogenase 
flavoprotein subunit 


502 


93 


1202 


gi5759173 


Homo sapiens 


succinate dehydrogenase 
flavoprotein subunit 


495 


92 




m'OI OOS1 QfL 

gix l yzo i oo 


— — 

Mus musculus 


GPI-gamma 4; GPIgamma4 


1400 


Ol 


LZUd 


glziyZoloo 


Mus musculus 


Ori-gamma 4; Origarnma4 


1 A CJZ 

14 DO 


Ol 




m'lftO^l 1*71 


Mus musculus 


GPlgamma4 protein 


i a ac 


<1 


1204 


gil5082311 


Homo sapiens 


AAH 12061 -binding protein 3 


1534 


92 


1204 


gi9957161 


Mus musculus 


AF176327 1 alphaCP-3 


1708 


99 


1204 


gi9957165 


Homo sapiens 


AF1 76329 1 aipnaCP-3 


1722 


100 


1ZU3 


g!14j /41 lo 


Caenorhabditis 
elegans 


Dumpy : shorter than wild-type 
protein 19 


ZJJ 


3l 


1205 


gi 16553246 


Homo sapiens 


unnamed protein product 


881 


99 


1205 


gi21739662 


Homo sapiens 


hypothetical protein 


830 


95 


1206 


gil2653341 


Homo sapiens 


AAH00439 beta 


1742 


94 


1206 


gil2804943 


Homo sapiens 


AAH01924 beta 


1742 


94 


1206 


gi3107i 


Homo sapiens 


E-l beta subunit of the 
pyruvate dehydrogenase 
complex 


1742 


94 


1207 


gi!64851 


Oryctolagus 


calsequestrin precursor 


1908 


94 



WO 2004/080148 



PCTAJS2003/030720 



235 
TABLE 2 B 





HitJD 


species 


jLiescnpuon 


S score 


Pprcpntape 

X *»l Vvlliugy 

Idcntitv 






nnnt /*1 line? 










gizoloozi 


mus in use iii us 


olramfQl tvtiicplo /-vole 1 1 f^C^TI T1 

SKeieiai muscie cmsequebu iu 


1938 


94 






Homo sapiens 


caimiime, caiscquesirinc 


2029 


100 


1209 


gil0432376 


Homo sapiens 




3334 


99 


1209 


gi 11034760 


Homo sapiens 


XTTQ A XT 


ooyi> 


QQ 

yy 


1209 


gil2620192 


Homo sapiens 


AF288391 1 Clor£24 


4115 


99 


1210 


gi2982508 


Homo sapiens 


luK beta chain 




0^ 


1210 


gi3002925 


Homo sapiens 


T cell receptor beta chain 




no 


1210 


gi3089433 


Homo sapiens 


T cell receptor beta chain 


1 1YJS 
lUZo 


fj 


1211 


gi 1200604 1 


Homo sapiens 


Arzo7o37 I ALWio 


/Ol | 


OB 

yo 


1211 


gi 14 189960 


Homo sapiens 


Ar305olo 1 rKUU/04 


1/11 
141 


JO 


1211 


gi33338042 


Homo sapiens 


AF173896 1 MSTP121 


143 


46 


1213 


gil7939498 


Homo sapiens 


AAH 19299 protocadhenn 
gamma subfamily C, 3 


4777 


nn 
yy 


1213 


gj20072790 


Homo sapiens 


protocadhenn gamma 
subfamily C, 3 


477/ 


nn 
yy 


1213 


gi2995719 


Homo sapiens 


protocadhenn 43 


4792 




1214 


gi 12803363 


Homo sapiens 


CALR protein 


1747 


nn 

99 


1214 


gil8088117 


Homo sapiens 


AAH20493 calrenculm 


1747 


99 


1214 


gi30583735 


Homo sapiens 


calreticulin 


1747 


nn 

99 


1215 


gi200962 


Mus musculus 


serine 1 ultra high sulfur 
protein 


254 


38 


1215 


gi200964 


Mus musculus 


serine 2 ultra high sulfur 
protein 


299 


43 ' 


1215 


gi3228237 


Homo sapiens 


ultra high sulfer keratin 


248 


36 j 


1218 


gil7223709 


Homo sapiens 


selenoprotein SelM 


235 


100 j 


1218 


gi 17223711 


Mus musculus 


selenoprotein SelM 


188 


78 


1218 


gi26351995 


Mus musculus 


unnamed protein product 


162 


76 


1221 


gil001963 


Homo sapiens 


osteopontin 


1400 


90 


1221 


gil89151 


Homo sapiens 


nephropontin precursor 


1400 


90 


1221 


gi992950 


Homo sapiens 


OPN-c 


1426 


98 


1222 


gil4326586 


Homo sapiens 


AF386078_1 serine-cysteine 
proteinase inhibitor clade C 
member 1 


2252 


95 


1222 


gi 179130 


Homo sapiens 


antithrombin III 


2252 


95 


1222 


gi583741 


synthetic construct 


Anti thrombin HI ! 


2252 


95 ! 


1223 


gil8088363 


Homo sapiens 


AAH20669 advanced 
glycosylation end product- 
specific receptor 


2004 


99 


1223 


gil841550 


Homo sapiens 


AAB47491 receptor for 
advanced glycosylation end 
products 


2004 


99 


1223 


gi561659 


Homo sapiens 


receptor of advanced 
glycosylation end products of 


2004 


99 


1224 


gi 13359193 


Homo sapiens 


KIAA1 660 protein 


598 


100 


1225 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8061 


99 


1225 


gi3869382 


Homo sapiens 


DNA topoisomerase II beta 


8048 


99 


1225 


gi790988 


Cricetulus 
longicaudatus 




7886 


97 


1226 


gil881713 


Rattus norvegicus 


fatty acid transport protein 


3039 


87 


1226 


gi20810561 


Mus musculus 


, member 1 


3031 


87 


1226 


gi563829 


Mus musculus 


fatty acid transport protein 


3031 


87 


1227 


gil5080010 


Homo sapiens 


AAH1 1789 Similar to COP9 


503 


44 
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complex subunit 7a 






1997 


cn1S91Sn8S 

gl UZ, UUOJ 


A Alio mitcpnliic 
1 Villa ITlUoCLUUo 


Cops7b protein 


00 j 


71 


1997 




1 VI lib mUoCUlUa 


wry complex suounu to 


RRR 
000 


71 


1998 


oil Rft951 


nuiiiu Mpicnb 


precereoeiirn 




SR 


199R 




ft^iic* "rviiic?/*i line* 

ivius in use in us 




Q1R 
yjo 


so 


1228 


gi6942098 


Mus musculus 


AF2 18380 1 CBLN3 


938 


93 


1090 


gnoozuoiy 


Homo sapiens 


KiAAiooU protein 




00 

yy 


1229 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


1382 


50 




gi/zy 1 ioj 


L/rosopnna 
melanogaster 




1382 


CA 


1230 


gi21756739 


Homo sapiens 


unnamed protein product 


2878 


58 


1230 


gi26354957 


Mus musculus 


unnamed protein product 


5453 


95 


1230 


gi 6634025 


Homo sapiens 


KIAA0379 protein 


3166 


57 


1231 


gi20387085 


Oncorhynchus 
mykiss 


-1 


662 


31 


1231 


gi21667212 


Homo sapiens 


AF465766J 
bacrtericidal/permeability- 
increasing protein-like 2 


2384 


98 


1231 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


680 


31 


1232 


gi20387085 


Oncorhynchus 
mykiss 


-1 


654 


31 


1232 


gi21 667212 


Homo sapiens 


AF465766M 
bactericidal/permeability- 
increasing protein-like 2 


2389 


99 


1232 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


672 


30 


1233 


gi20387085 


Oncorhynchus 
mykiss 


-1 


688 


31 


1233 


gi21667212 


Homo sapiens 


AF465766J 

bactericidal/permeability- j 
increasing protein-like 2 


2595 


99 


1233 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/1 i popol ysaccharide- 
binding protein 


710 


31 




m 1R9^T*A1 

gi j old 1 ^y* 1 


— 

Mus musculus 


Expressed sequence 
AW060207 


ZiUO 


oy 




m91 01 IAS 

gi/iy 1 loo 


Arabidopsis thaliana 


contains similarity to myosin 
heavy chain 


ZU/ 


20 


1234 


m2879804 


Schizosaccharomvce 
spomhe 


SPAC23A1 16c 




28 


1235 


gj 11493528 


Homo sapiens 


AF130117 71 PR01953 


671 


100 


1236 


gi21754036 


Homo sapiens 


unnamed protein product 


998 


99 


1236 


gi30411057 


Mus musculus 


RIKENcDNAB230219D22 | 


954 


93 


1236 


gi3 1565787 


Homo sapiens 


FLJ37562 protein 


1002 


100 


1237 


©27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


3516 


99 


1237 


gi3068592 


Mus musculus 


punc 


2976 


86 


1237 


gi4206390 


Homo sapiens 


putative neuronal cell adhesion 


1569 


98 
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molecule 






1238 


gi 1266740 1 


Homo sapiens 


AF3 26731 1 NUF2R 


2347 


99 


1238 


gil4317902 


Homo sapiens 


kinetochore protein Nuf2 


2347 


99 


1238 


gil8043223 


Mus musculus 


NUF2R protein 


1754 


73 


1239 


gil0435493 


Homo sapiens 


unnamed protein product 


2702 


99 


1239 


gi7022901 


Homo sapiens 


unnamed protein product 


3682 


99 


1239 


gi7688176 


Homo sapiens 


hypothetical protein 


3688 


99 


1240 


gi21 634823 


Homo sapiens 


AF389428_1 semaphorin 6D 
isoform 3 


5142 


91 


1240 


gi21634825 


Homo sapiens 


AF389429_1 semaphorin 6D 
isoform 4 


5667 


98 


1240 


gi21634827 


Homo sapiens 


AF389430_1 semaphorin 6D 
isoform 1 


3112 


63 


1241 


gil4036200 


Homo sapiens 


unnamed protein product 


245 


97 


1243 


gi21671105 


Homo sapiens 


RAD52B 


1134 


100 


1243 


gi23468352 


Homo sapiens 


Similar to RAD52B 


963 


99 


1243 


gi32967621 


Mus musculus 


2410008M22Rik protein 


828 


74 


1244 


gil5928404 


Mus musculus 


Fasting-inducible integral 
membrane protein TM6P1 


185 


36 


1244 


gil8490578 


Mus musculus 


A630041N19 protein 


449 


71 


1244 


gi20379926 


Mus musculus 


Fasting-inducible integral 
membrane protein TM6P1 


185 


36 


1245 


gi 1 8490578 


Mus musculus 


A630041N19 protein 


875 


70 


1245 


gi29792229 


Homo sapiens 


FU90024 protein 


297 


33 


1245 


gi6013381 


Rattus norvegicus 


AF186469 1 TM6P1 


296 


33 


1246 


gi28626251 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3c 


1194 


100 


1246 


gi28626253 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3d 


1194 


100 


1246 


gi28626255 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3e 


1194 


100 


1247 


gi 17386053 


Mus musculus 


AF444274_1 Jedi protein 


2269 


50 


1247 


gi 18044366 


Homo sapiens 


AAH20198 Similar to 
MEGF10 protein 


3468 


99 


1247 


gil8252658 


Mus musculus 


AF461685_1 Jedi-736 protein 


2269 


50 


1248 


gi20987880 


Mus musculus 


E1301 0311 7Rik protein 


3580 


87 


1248 


gi28204917 


Mus musculus 


E130103I17Rik protein 


3801 


86 


1248 


gi4588087 


Homo sapiens 


AF095771_1 PTH-responsive 
osteosarcoma Bl protein 


4080 


94 


1249 


gil3591434 


Homo sapiens 




1160 


100 


1249 


gil3591435 


Homo sapiens 




976 


99 


1249 


gil9913471 


Homo sapiens 




1265 


99 


1250 


gil6605581 


Homo sapiens 


H-revl07-like protein 5 


1451 


100 


1250 


gi21707989 


Homo sapiens 


Similar to H-revl07-like 
protein 5 


1382 


96 


1250 


gi6048565 


Homo sapiens 


AF092922_1 retinoid inducible 
gene 1 


376 


54 


1251 


gi21263094 


Rattus norvegicus 


AF5 12430 1 tramdorin I 


1665 


81 


1251 


gi27924388 


Mus musculus 


Tramdorin 1 


1668 


82 


1251 


gi31871293 


Homo sapiens 


proton/ammo acid transporter 2 


2010 


99 


1252 


gil4571904 


Rattus norvegicus 


AF361239_1 lysosomal amino 
acid transporter 1 


1931 


78 


1252 


gi31324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


2174 


90 
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1252 


gi3 1871291 


Homo sapiens 


proton/amino acid transporter 1 


2195 


90 


1254 


gil563885 


Homo sapiens 


fibroblast growth factor 
homologous factor 1 


917 


90 


1254 


gil669500 


M us musculus 


fibroblast growth factor 
homologous factor I 


917 


90 


1254 


gi20988932 


Mus musculus 


Fgfl 2 protein 


916 


98 


1255 


gil9263005 


Ciona intestinalis 


leucine-rich repeat dynein light 
chain 


759 


75 


1255 


gi2760161 


Anthocidaris 
crassispina 


outer arm dynein light chain 2 


658 


67 


1255 


gi7303901 


Drosophila 
melanogaster 


CG8800-PA 


554 


58 


1256 


gi 12666529 


Mus musculus 


bjb-carotene-^lO'- 
dioxygenase 


2356 


80 


1256 


gil2666531 


Homo sapiens 


putative b,b~ca^otene-9 , ,10 , - 
dioxygenase 


2982 


99 


1256 


gil4582265 


Homo sapiens 


AF276432J putative carotene 
dioxygenase 


2918 


99 


1257 


gil2666529 


Mus musculus 


^b-caroten^lO'- 
dioxygenase 


2305 


81 


1257 


gil2666531 


Homo sapiens 


putative b,b-carotene-9 , ,10 l - 
dioxygenase 


2850 


96 


1257 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


2786 


95 


1258 


gi 15559697 


Homo sapiens 


AAH 14205 Similar to neural 
cell adhesion molecule 1 


157 


28 


1258 


gi28703938 


Homo sapiens 


Similar to neural cell adhesion 
molecule 1 


157 


28 


1258 


gi61 


Bos taurus 


calmodulin-independent 
adenylate cyclase 


158 


28 


1260 


gil079734 


Mus musculus 


citron 


1291 


94 


1260 


gi2745840 


Rattus norvegicus 


postsynaptic density protein; 
citron 


1262 


93 


1260 


gi3599509 


Mus musculus 


rho/rac-intcracting citron 
kinase 


1286 


94 


1261 


gi28277755 


Damo rerio 


proteinase inhibitor, clade E, 
member 2 


479 


30 


1261 


gi28435507 


Sus scrofa 


nexin-1 


467 


30 


1261 


gi32485107 


Homo sapiens 


nexin-related serine protease 
inhibitor 


2002 


92 


1262 


gi 13383364 


Homo sapiens 


claudin-1 


223 


97 


1262 


gi 15214678 


Homo sapiens 


AAH12471 claudin 1 


223 


97 


1262 


gi7381083 


Homo sapiens 


AF134160 1 claudin-1 


223 


97 


1263 


gil3542685 


Mus musculus 


SARla gene homolog 


441 


54 


1263 


gL21634445 


Homo sapiens 


AF274026_1 GTP-binding 
protein Sara 


446 


57 


1263 


gi33150636 


Homo sapiens 


AF087897J GYP binding 
protein 


446 


57 


1264 


gi22902436 


Mus musculus 


Sphingosine- 1 -phosphate 
phosphatase 1 


717 


38 


1264 


gi23345324 


Homo sapiens 


sphingosine 1-phosphate 
phosphohydrolase 2 


2073 


100 


1264 


gi29436890 


Mus musculus 


Similar to sphingosine- 1- 
phosphate phosphotase 2 


1624 


80 


1265 


giH 


Bos taurus 


BoWCl.l 


1214 


39 
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1265 


gil480365 


Sus scrofa 


scavenger-receptor protein 


1327 


42 


IZCO 


gi27464818 


Mils musculus 


scavenger receptor cysteine- 
nch type 1 protein CD163c- 
alpha precursor 


1339 


44 


1266 


gil4 


Bostaurus 


BoWCl.l 


1214 


39 


IZOO 


gll4oU3co 


Sus scrofa 


scavenger-receptor protein 


1327 


42 


izoo 


glz/4o4olo 


Mils musculus 


scavenger receptor cysteine- 
ncn type 1 protein uuioic- 
alpha precursor 


1339 


44 


IZOo 


«ri71 <10/t01 

gizioiy^yi 


Homo sapiens 


similar to expressed sequence 


778 


100 


1268 


gi32967233 


Homo sapiens 


TAFA4 


778 


100 


IZOo 


rw770<77/t< 

goz^O /Z4j 


Mus musculus 


1* A 17 A A 

1 ArA4 


698 


93 


1270 


gil8033185 


Danio rerio 


AF330001J UNC45-related 
protein 


3100 


73 


1 77ft 
1Z/U 


glz /4Jo4z4 


Mus musculus 


..I.T.I 1 . . - ■ 1 - T1\T/^>|C 

striated muscle UNC45 


3937 


94 


1 77A 

Iz/U 


glz /43o42o 


Homo sapiens 


striated muscle UNC45 


4092 


99 


1771 


gjz 1064657 


Drosophila 
melanogaster 


RH01479p 


182 


39 


1071 

iz/l 


glZeo 734 /3 


Homo sapiens 


unnamed protein product 


639 


99 


1771 
IZ/l 


gl/3U4I /3 


Drosopnila 
melanogaster 


C01577-FA 


182 


39 


1272 


gil6876958 


Homo sapiens 


AAH16754 hypothetical 
protein jvkjCIZzi / 


410 


100 


1273 


gil5823642 


Homo sapiens 


ALS2CR7 


2038 


100 


1777 


gl3Z4o J UZZ 


Homo sapiens 


serine/threonine protein kinase 


2038 


100 


1777 
iZ/3 


r*i17ilQ^n77 

gl3Z4oDUZ/ 


Homo sapiens 


serine/threonine protein kinase 


2320 


100 


177A 
lZ/*f 


gUZC04oy3 


Homo sapiens 


a A uniom 


400 


97 


177A 
IZ/4 


m74A701 1 

giz4U/y 1 1 


Homo sapiens 




714 


96 


1274 


gi6733554 


unidentified 


unnamed protein product 


710 


96 


177^ 
IZO 


gllol4/olz 


Homo sapiens 


metal loprotease disintegrin 


4434 


95 


177^ 


glZ IVUiSUZo 


Homo sapiens 


Ar4oo2o7_l a disintegnn and 
metal loprotease domain 33 


4434 


95 


1275 


gi21908030 


Homo sapiens 


a disintegrin and 

metal loprotease domain 33 


4434 


95 


IZ/O 


gl lOJJ LHVl 


— : 

Homo sapiens 


unnamed protein product 


Z/3> 


1AA 

100 


1276 


gi4972116 


Arabidopsis thaliana 


putative proline-rich protein 


133 


44 1 


177A 

iZ/o 


gi /zoyoJo 


Arabidopsis thaliana 


putative proline-rich protein 


133 


44 


1777 
IZf / 


m"1 ^701 017 

gi iDzy iyi3 


Drosophila 
ineiaiiogasier 


LU31 JOZp 


204 


23 


1777 


giz,z.*t / / 1 OJ 


aioihq sapiens 




7791 
Z/o3 


1 0A 


1277 


gi26326895 


Mus musculus 


unnamed protein product 


1752 


69 


1278 


gi3452275 


Pseudopleuronectes 
amen can us 


aminopeptidase N 


1008 


37 


1278 


gi525287 




<u 1 1 muuwuuuaav 1 1 . 


1014 


38 


1278 


gi544755 


Oryctolagus 
cuni cuius 


aminopeptidase N; APN 


1021 


37 


1279 


gil3559063 


Homo sapiens 




747 


100 


1279 


gi24416538 


Mus musculus 


1700001D09Rik protein 


708 


71 


1279 


gi9963863 


Homo sapiens 


AF226731 1 AD026 


738 


98 


1281 


gi20810533 


Homo sapiens 


hypothetical gene supported by 
AK054745; AK054745; 
AK054745; AK054745 


414 


100 


1282 


gi20810533 


Homo sapiens 


hypothetical gene supported by 


795 


100 



WO 2004/080148 



PCT/US2003/030720 



240 
TABLE 2 B 







Species 


t\*_ ■ ♦ - At _ 

description 


S_score 


Percentage^ 
Identity 








AK054745; AK054745; 

AVt\*ZA1AC AVt\CA*7AC 

AJvUM /4j ; AK034 /4 j 






1282 


gi26345254 


Mus musculus 


unnamed protein product 


367 


63 


1980 
IZoZ 


gL>3z44Ull 


Mus musculus 




374 


64 


1283 


gi20810533 


Homo sapiens 


hypothetical gene supported by 
AK054745; AK054745; 
AK054745; AK054745 


789 


99 


198** 


gLZ0j4DZD4 


-r-z 

Mus musculus 


unnamed protein product 


396 


64 


1283 


gi33244011 


Mus musculus 




403 


65 


1Z©4 


glIo44/3oo 


Drosophila 
melanogaster 


RE05944p 


700 


31 


1ZS4 


gl21o4jzlU 


Drosophila 
melanogaster 


CG30394-PA 


700 


31 


1984 

lion 


glZ 1 04DZ 1 1 


urosopniia 
met anogaster 


CG30394-PB 


700 


31 


198*5 


gH.4UjJO/4 


Homo sapiens 


. 

unnamed protein product 


910 


99 


198^ 


gH.4UJ.JO /O 


Homo sapiens 


unnamed protein product 


853 


99 


1985 


oi9flff7fl82l9 
gLZUU /U54Z 


Homo sapiens 


similar to hypothetical protein 

T?T T1 1AAQ 


997 


99 


1286 


gil9070822 


Mus musculus 


AF364868_1 Myb protein 
P42POP 


145 


23 


1286 


gi20977688 


Xenopus laevis 


tumorhead 


146 


33 


198£ 
IZoO 


gLZ/ooIOZO 


Homo sapiens 


LOC339344 protein 


150 


25 


1287 


gil0433236 


Homo sapiens 


unnamed protein product 


721 


99 


1988 


m 1 11HQA 1 C 

gll3z /o41j 


Mus musculus 


cDNA sequence BC004018 


2402 


98 


1288 


gi26355239 


Mus musculus 


unnamed protein product 


2256 


97 


Izoa 


'•7 r\-> c A Ton 

gLJU334720 


Mus musculus 


AI427653 protein 


1357 


57 


1289 


gil2698037 


Homo sapiens 


KJAAl 746 protein 


5541 


100 


1289 


gi 16769274 


Drosophila 
melanogaster 


LD22423p 


210 


24 


izoy 


gl /zS/o jU9 


Drosophila 
melanogaster 


CG18398-PA 


214 


24 


19Qft 

izyu 1 


rriOl 1Q1 AQ A 

gIZl 1484 


Homo sapiens 


leucine-rich repeat domain- 
containing protein 


397 


39 


1290 


gi21391486 


Mus musculus 


leucine-rich repeat domain- 
containing protein 


433 


40 


1290 


gi21623740 


Rattus norvegicus 


Leucine-rich repeat-containing 
protein 3 


428 


40 ! 


1901 


gizuzoy u / 3 


— — ; 

Homo sapiens 


putative lipid kinase 


2006 


76 


1901 


glZlOZ4j4U 


Homo sapiens 


ceramide kinase 


2006 


76 


1901 


oi9 1 <?A 
glZ10Z4.>4Z 


Mus musculus 


ceramide kinases 


1617 


64 


1909 
izyz 


oil 1 9^Qft 


Mus musculus 


biliary glycoprotein 


193 


32 ! 


1909 
izyz 


gijj*fyi jz 


Homo sapiens 


K29124 1 


175 


31 


1292 


gi7414626 


Rattus norvegicus 


carcinoembryonic antigen- 

secreted isoform CEACAMla- 
4C1 


176 


31 


1293 


gil 197500 


Homo sapiens 


T-cell surface antigen 


182 


22 


1293 


gi21707370 


Homo sapiens 


, sheep red blood cell receptor 


182 


22 


1293 


gi3 12590 


Mus musculus 


biliary glycoprotein 


193 


32 


1294 


gi 18676564 


Homo sapiens 


FU00179 protein 


993 | 


99 


1294 


gi21411450 


Mus musculus 


C230093N12Rik protein 


1159 


91 


1294 


gi28839684 


Homo sapiens 


Similar to expressed sequence 
AI426465 


1242 


99 



WO 2004/080148 



PCT/US2003/030720 



241 
TABLE 2 B 



SEQJD 


mtjD 


Species 


Description 


S_score 


Percentage^ 
identity 


1295 


«n*9709^S78 


ivius in use Ul us 


cereoeiiin 4 precursor 


OTA 

y/\) 




1295 




Mus musculus 


uereDeum z precursor protein 


/ZO 


HI 


1295 


&7708438 


Homo sapiens 




1020 


100 


IZ7O 


ml fii4Qn019 

giio4yuyiz 


Homo sapiens 


neurotensin receptor 2 


1 ACA 

1950 


A*} 

93 


19Q£ 


«r!911 7C70*! 


Homo sapiens 


Similar to neurotensin receptor 
z 


i no a 

1984 


99 


1296 


gi3901028 


Homo sapiens 


neurotensin receptor 2 


1955 


93 


1707 


oil ^fY77RA1 
gUJU/ /oOl 


Mus musculus 


Arjyoo / /_! DUllOUS 
pemphigoid antigen 1-e 


1 1 ono 

1131)5 


84 


1297 


gil79519 


Homo sapiens 


bullous pemphigoid antigen 


10559 


98 


1907 


oi 1 9 A 
gl4U.51Z4 


Homo sapiens 


bullous pemphigoid antigen 


13047 


97 


1298 


gil5077861 


Mus musculus 


AF396877J bullous 
pemphigoid antigen 1-e 


11308 


84 


19QR 
iZys 


gll /SOly 


— — : 

Homo sapiens 


bullous pemphigoid antigen 


10559 


98 


1908 


mACYX 1 9/1 
gJ4U3 1Z4 


Homo sapiens 


bullous pemphigoid antigen 


13047 


97 


1299 


gi27469519 


Homo sapiens 
_ 


Similar to KIAA0476 gene 
product 


1506 


100 


1 900 


gUUzooZyU 


Homo sapiens 


hypothetical protein 


1506 


100 


1000 


glJJ3iUJz/ 


Homo sapiens 


c-MYC promoter-binding 
protein IRLB 


1501 


100 


1 ion 


gi 15929770 


Mus musculus 


expressed sequence 

A Tim A C\£f\A 

AW049604 


666 


100 


1 on a 
IjUU 




Homo sapiens 


TAFA5 


666 


100 


1 0 AA 


gj3zyo/z4/ 


Mus musculus 


TAFA5 


666 


100 


11A.1 
13UI 


gllOU41 1DO 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


729 


95 


1^01 


oi 1 RA7£/£59 
gl loO/OOOZ 


— rr : 

Homo sapiens 


rUUUzzD protein 


T7A 

779 


100 


1JV1 


cri'ttl S0R74 


norao sapiens 


Ar 4 J yy 34 i unknown 


T7A 

779 


1 AA 

100 


no? 


m"16041 15fi 


xviacaca rascicuians 


X-ray radiation resistance 

dbaUvloLCU I piO LC 111 


A 1 1 

411 


AO 

93 


1302 


ci 18676652 


Haiti a cjiAi<*nc 


i i_>j protein 


AAA 
444 




1302 


21*33 150874 


Hatha quaipiic 


A 3 00^4 1 imlmnam 

j\r t *jyyj t r i luucnown 


AAA 
444 


yf 


1303 


gi21619156 


Homo sapiens 


somatostatin 


226 


100 | 


1303 


ei3389RR 


Hattia c'jnipnc 
llUillU odpicjio 


picprosomoiosiaun i 


99A 

zzo 


1 AA 


1303 


gi342299 


Macaca fascicularis 


preprosomatostatin 


226 


100 


1704 

1 Jvrt 


tri997/\1^^9 


riomo sapiens 


unnamed protein product 


zUdz 


82 


1-2 Ad 


oi 94031090. 
giz**yo lUoU 


Mus musculus 


101 AAA C LIATIT) ; 1, 

loi UuUjHUvKjk protem 


1103 


55 


1 JlW 


gU>*rl /Ul 1 


Mus musculus 




2037 


93 


1305 


pi 99761 7^9 


jnoiiio sapiens 


j : 3 

unnamed protem product 


1 1 A1 

314.5 


1 fkA 

IUU 


1305 




ivius muscuius 


unnamed protein product 


Z4oo 


ol 


1305 


oil141701 1 


IViUo UlUoCLliUo 




z4jj 


or 
03 


1306 


<H9 174479^ 
1 / **** / / — » 


nuiiio sapiens 


Ar4/coyj_i giycosyi- 

nn Aennoti /iul-m aoi4 rxt \A A \A 

puoopnauuyi-inosiioi~ivLfViVi 


041 


AO 

4o 


1306 


pi 25 005 190 


ouo od \JifX 


glycosylphosphati dylinosito] 
anchor 1 protein 




AH 

4o 


1306 


gi33 149988 


Homo sapiens 


MAM domain containing 1 


3035 


100 


1307 


gil6550524 


Homo sapiens 


unnamed protein product 


799 


100 


1308 


gi20379980 


Mus musculus 


2410021P16Rik protein 


1731 


44 


1308 


gi22137453 


Mus musculus 


2410021P16Rik protein 


1734 


44 


1308 ! 


gi28280023 


Mus musculus 


5730439E10Rik protein 


3348 


80 


1309 


gi20379980 


Mus musculus 


2410021Pl6Rik protein 


1634 


42 


1309 


gi22137453 


Mus musculus 


2410021P16Rik protein 


1637 


43 


1309 \ 


gi28280023 


Mus musculus 


5730439E10Rik protein 


3226 


78 


1310 


gil9070124 


Mus musculus 


AF2333461 zinc transporter- 


1087 


95 I 



WO 2004/080148 



PCT/US2003/030720 



242 
TABLE 2 B 





xilt_JLU 


Species 


Description 


S_score 


Percentage_ 
Identity 








like 3 protein 






1 11 A 


gUU j63 15*4 


Mus musculus 


Ar3V3o40 1 zmc transporter 6 


1075 


94 


1310 


gi33338012 


Homo sapiens 


AF173387 1 MSTP103 


942 


95 


1311 


gu2053097 


Homo sapiens 


hypothetical protein 


2127 


99 


1311 


gi23170343 


Drosophila 
melanogaster 


CG31556-PA 


199 


29 


1311 


gi854065 


Human herpesvirus 6 


U88 


223 


32 


1312 


gi 18605758 


Mus musculus 


9030409G1 IRik protein 


1343 


98 


1312 


gj6526769 


Homo sapiens 


HRIHFB2003 


1055 


97 


1312 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


822 


36 


1313 


gi 19263985 


Homo sapiens 


Hypothetical protein 
MGC26766 


1565 


99 


1313 


gil9528309 


Drosophila 
melanogaster 


LD02310p 


573 


55 


1111 
1313 




Drosophila 
melanogaster 


CG4080-PA 


573 


55 


1314 


gil5030250 


Mus musculus 


Urebl -pending protein 


5270 


95 


1 O 1 A 

1314 


gi22090626 


Homo sapiens 


HECT domain protein LASU1 


11690 


99 


1314 


gi6841194 


Homo sapiens 


AF161390 1 HSPC272 


9665 


99 


1315 


gi 13 182757 


Homo sapiens 


AF212238 1 HTPAP 


781 


89 


1315 


gi21542541 


Homo sapiens 


Similar to HTPAP protein 


1074 


91 


1315 


gi2838l093 


Drosophila 
melanogaster 


CG12746-PD 


421 


37 


1316 


gil3182757 


Homo sapiens 


AF212238 1 HTPAP 


915 


100 


1316 


gi2 1542541 


Homo sapiens 


Similar to HTPAP protein 


1204 


99 


1316 


gi28381093 


J-v 1 -■» 

Drosophila i 
melanogaster 


CG12746-PD 


539 


43 


1 11 T 

13 1 / 


gll44z4j4U 


Homo sapiens 


AAH09293 


1146 


93 


1117 

131 / 


gl 1D34ZUD 1 


Homo sapiens 


A A T T1 l^flT 

AAH13297 


1146 


93 


131 / 


gl30DoZ231 


Homo sapiens 




1146 


93 


1319 


gil4715055 


Homo sapiens 


MGC9564 protein 


487 


31 


131^ 


■ « r a * C1CA 

gi 16416764 


Homo sapiens 


AF3 15594 1 FKSG16 


2369 


99 


1319 


gi29436772 


Daniorerio 


Similar to DNA segment, Chr 
11, ERATO Doi 18, expressed 


514 


30 


1320 


gi 13905212 


Mus musculus 


RIKEN cDNA 1200006F02 


257 


77 


1320 


gi 164 16764 


Homo sapiens 


AF315594 1 FKSG16 


323 


98 


111A 

13ZU 


gl3 1 o /363 / 


Homo sapiens 


hypothetical protein 


323 


98 


1321 


gi32330803 


Mus musculus 


podocan protein 


2839 


91 


1321 


gj32330805 


Homo sapiens 


podocan protein 


3143 


99 


1321 


gi33636569 


Drosophila 
melanogaster 


RE27764p 


397 


27 


1322 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1470 


84 




ai9AQRfl£fi9 

gizuyooooz 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1470 


84 


1322 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


1470 


84 


1323 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1372 


87 


1323 


gi20988662 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1372 


87 


1323 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


1372 


87 


1324 


gi 13 183078 


Homo sapiens 


AF237652_1 a disintegrin-like 
and metalloprotea.se domain 


602 


74 
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with thrombospondin type I 
motifs-like 3 






1324 


gi 15099921 


Homo sapiens 


AF176313_1 ADAM-TS 
related protein 1 


874 


98 


1324 


gi20987759 


Homo sapiens 


Similar to ADAMTS-like 1 


886 


99 


1325 


gi 178836 


Homo sapiens 


apolipoprotein C-II 


424 


89 


1325 


gi30582255 


Homo sapiens 


apolipoprotein C-II 


418 


88 


1325 


gi757915 


Homo sapiens 


apoCII protein 


424 


89 


1326 


gi!78836 


Homo sapiens 


apolipoprotein C-II 


424 


89 


1326 


gi30584853 


synthetic construct 


Homo sapiens apolipoprotein 
C-II 


422 


88 


1326 


gi757915 


Homo sapiens 


apoCII protein 


424 


89 


1327 


gil5779162 


Homo sapiens 


AAH14644 


477 


100 


1327 


gi21619424 


Homo sapiens 


Similar to LOC150580 


477 


100 


1328 


gil4715231 


Homo sapiens 


DMBTl/8kb.2 protein 


1486 


40 


1328 


gi4105084 


Oryctolagus 
cuni cuius 


hensin 


1428 


39 


1328 


gi 6624922 


Homo sapiens 


DMBTl/8kb.l protein 


1494 


41 ! 


1329 


gil6033591 


Homo sapiens 


AF416902_1 SH2 domain- 
containing phosphatase anchor 
protein 2b 


991 


99 


1329 


gil6033597 


Homo sapiens 


AF416904J SH2 domain- 
containing phosphatase anchor 
protein 2d 


1003 


99 


1329 


gi20810036 


Homo sapiens 


Fc receptor-like protein 3 


985 


99 


1330 


gi28974490 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1183 


100 


1330 


gi30102428 


Rattus norvegicus 


HMGIC fusion-partner-like 
protein 


1147 


95 


1330 


gi30411045 


Mus musculus 


Similar to lipoma HMGIC 
fusion partner 


1143 


94 


1331 


gil2060826 


Homo sapiens 


AF308287_1 serologically 
defined breast cancer antigen 
NY-BR-20 


607 


77 


1331 


gil7426418 


Mus musculus 


calmodulin-related protein 


788 


100 


1331 


gil9484098 


Mus musculus 


calmodulin-like 4 


783 


99 


1332 


gi 10726831 


Drosophila 
mclanogaster 


CG9986-PA 


141 


25 


1332 


gi 16741 164 


Mus musculus 


DNA segment, Chr 6, Wayne 
State University 163, expressed 


938 


100 


1332 


gil7862436 


Drosophila 
melanogaster 


LD27564p 


141 


25 


1333 


gill693044 


Homo sapiens 


WNT6 precursor 


2000 


100 


1333 


gil3279251 


Homo sapiens 


AAH04329 Similar to 
wingless-related MMTV 
integration site 6 


2000 


100 


1333 


gi30583751 


Homo sapiens 


wingless-type MMTV 
integration site family, member 
6 


2000 


100 


1334 


gil9744304 


Homo sapiens 


AF461760 1 zinc transporter 5 


463 


94 


1334 


gi20135611 


Homo sapiens 


zinc transporter ZnT-5 


463 


94 


1334 


gi23270961 


Mus musculus 


Similar to zinc transporter 
ZTL1 


405 


85 


1335 


gil8480366 


Mus musculus 


olfactory receptor MOR145-1 


310 


74 


1335 


gi21 928214 


Homo sapiens 


seven transmembrane helix 


301 


77 
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receptor 






1335 


gi32063318 


Mus musculus 


olfactory receptor 
GA X6K02T2PVTD- 
14054886-14053957 


310 


74 


1336 


gil2654633 


Homo sapiens 


Protein inhibitor of activated 
STAT3 


3277 


100 


1336 


gi20988856 


Homo sapiens 


protein inhibitor of activated 
STAT3 


3277 


100 


1336 


gi30582911 


Homo sapiens 


protein inhibitor of activated 
STAT3 


3277 


100 


1337 


gL27449075 


Oreochromis 
mossambicus 


stearoyl-CoA desaturase 


1176 


71 


1337 


gi30350098 


Homo sapiens 


AF389338_1 acyl-CoA- 
desaturase 


1769 


99 


1337 


gi4469173 


Gallus gall us 


delta-9 desaturase 


1149 


71 


1338 


gil4030861 


Homo sapiens 


paraneoplastic neuronal 
antigen MAI 


1830 


99 


1338 


gi22726261 


Homo sapiens 


AF320308 1 paraneoplastic 
antigen; MAI 


1834 


100 


1338 


gi24658774 


Homo sapiens 


paraneoplastic antigen MAI 


1834 


100 


1339 


gi29468118 


Homo sapiens 


AF357888_1 PAP-2-like 
protein 2 


1695 


100 


1339 


gi31580553 


Homo sapiens 


plasticity related gene 2 


1695 


100 


1339 


gi32186953 


Homo sapiens 


lipid phosphate phosphatase- 
related protein type 3 


1695 


100 


1340 


gill 137605 


Homo sapiens 




1931 


100 


1340 


gi20809333 


Homo sapiens 


actm like protein 


1928 


99 


1340 


gi684936 


Homo sapiens 


peptide with resemblance to 
the actin family; the actual start 
of the coding region has not 
been determined 


1362 


88 


1341 


gill 177510 


Rattus norvegicus 


AF287300_1 tandem pore 
domain potassium channel 
THIK-2 


2215 


98 


1341 


gilll77514 


Homo sapiens 


AF287302J tandem pore 
domain potassium channel 
THIK-2 


2234 


100 


1341 


gi28839529 


Homo sapiens 


Potassium channel, subfamily 
K, member 12 


2234 


100 


1342 


gil4198194 


Mus musculus 


CDNA sequence BC008155 


606 


77 


1342 


gil4336716 


Homo sapiens 


AE006464 16 similar to 
FBan0003337 


1216 


100 


1342 


gi7300722 


Drosophila 
melanogaster 


CG3337-PA 


326 


40 


1343 


gil 1862939 


Mus musculus 


DDM36 


1117 


43 


1343 


gi 11862941 


Mus musculus 


DDM36E 


1105 


43 


1343 


gil9570398 


Homo sapiens 


hDDM36 


1120 


43 


1344 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


4898 


98 


1344 


gi25005318 


Sus scrota 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


4355 


95 


1344 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


4224 


94 


1345 


gi 12276 198 


Homo sapiens 


AF333487 1 FKSG40 


1020 


100 
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CT?A ITV 


Hlt_ID 


Species 


- 

Description 


S_score 


Percentage^ 
identity 


1j4j 


gllz4UozjU 


_ : 

Homo sapiens 




1 AOA 

1UZU 


1 AA 

1UU 


1345 


gil8652934 


Xenopus laevis 


Mig30 


634 


49 


1346 


gl21410151 


Mus musculus 


LOC213895 protein 


1657 


73 


t ~l A/Z 

1346 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 nomolog 


4190 


99 


1346 


gi7294027 


Drosophila 
melanogaster 


CG7728-PA 


1345 


43 


1347 


gil2842044 


Mus musculus 


unnamed protein product 


554 


71 


1347 


gil 8921437 


Mus musculus 


201 0004A03Rik protein 


850 


70 


1347 


gi20987450 


Homo sapiens 


LOC146433 


1160 


95 


1348 


gi!0l60l2 


Rattus norvegjeus 


neural cell adhesion protein 
BIG-2 precursor 


5147 


92 


t *} A O 

1348 


gi2689l535 


Homo sapiens 


contactin 4 


5366 


98 


1 1 /I o 

1348 


gi29837411 


Homo sapiens 


BIG-2 


5366 


98 


1349 


gi30102449 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1161 


97 


1349 


gi30908798 


Homo sapiens 


lipoma HMGIC fusion partner- 
like protein 4 


952 


80 


1549 


gl30908800 


Rattus norvegjeus 


lipoma HMGIC fusion partner- 
like protein 4 


951 


80 


1JMJ 


• 1 O A ATT AC 

gil3v/y//Uj 


; 

Homo sapiens 


AAH03559 , member 3 


2028 


AC 

95 


1350 


gil340l42 


Homo sapiens 


alpha 1 -antichymotrypsin 


2024 


95 


1350 


gi2l96l493 


Homo sapiens 


, member 3 


2025 


95 


1351 


gil 850850 


Murid herpesvirus 4 


serine threonine rich 
glycoprotein 


166 


30 


1351 


gi2l6l8556 


Homo sapiens 




3529 


91 


1351 


gi33304372 


Homo sapiens 


tastin 


3524 


91 


1352 


gi 12053849 


Homo sapiens 


DREV protein 


1689 


100 


1352 


gi 12053851 


Homo sapiens 


DREVl protein 


1673 


99 


1352 


gil2053853 


Homo sapiens 


DREV protein 


1689 


100 


1353 


gi 14627081 


Homo sapiens 


AF367017_1 caspase-1 
dominant-negative inhibitor 
Pseudo-ICE 


492 


100 


1353 


gi21707335 


Homo sapiens 


Similar to CARD only protein 


462 


100 


1353 


gi33793 


Homo sapiens 
. 


inter leukin- IB converting 
enzyme 


445 


92 


1 ICC 


.JV) T£ AAA£ 

glZz/60096 


Homo sapiens 


unnamed protein product 


1 Af 1 

1051 


AO 

93 


1355 


gi27883913 


Homo sapiens 


POTE 


497 


48 


lire 

1355 


gj28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


860 


99 


1 1C/C 
1J->D 


gj 11 125348 


Homo sapiens 


putative protein kinase 


11920 


99 


1356 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


3408 


100 


1356 


gi8272557 


Rattus norvegjeus 


AF227741 l protein kinase 
WNKl 


5436 


73 






Homo sapiens 


putative protein kinase 


yo/i 


AO 

yy 


1357 


gi20987908 


Mus musculus 


LOC269796 protein 


1553 


82 


1357 


gi8272557 


Rattus norvegicus 


AF227741 l protein kinase 
WNKl 


5436 


73 


1358 


gil0946203 


Homo sapiens 


AF272363_l neuromedin U 
receptor 2 


785 


100 


1358 


gil6877377 


Homo sapiens 


AAH16938 neuromedin U 
receptor 2 


785 


100 


1358 


gi9944990 


Homo sapiens 


AF292402_l neuromedin U 
receptor-type 2 


785 


100 
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1359 


gil5020809 


Takifugu rubripes 


putative methionyl tRNA 
synthetase 


1823 


64 


1359 


gil7861592 


Drosophila 
melanogaster 


GH13807p 


1212 


45 


1359 


gi23171238 


Drosophila 
melanogaster 


CG31322-PA 


1212 


45 


1360 


gil5341975 


Homo sapiens 


AAH13184 Similar to major 
histocompatibility complex, 
class II, DP beta 1 


437 


72 


1300 


gi 17389919 


Homo sapiens 


AAH17967 Similar to major 
histocompatibility complex, 
class H, DP beta 1 


819 


100 


men 
13oU 


giioo4/y 


Homo sapiens 


ttt jl T\TiT» 1 

HLA-DPB1 


437 


72 


I3ol 


• i <v-7/\ inn 

gil9701013 


Homo sapiens 


unnamed protein product 


1143 


99 


1301 




Homo sapiens 


R26660 2, partial CDS 


1024 


100 


130 1 


gl34 /8640 


Homo sapiens 


R26660 2, partial CDS 


154 


100 


1 1CS 

1362 


gi 15779083 


Homo sapiens 


AAH 14609 


1172 


99 


1 1CS 

1362 


gi3342737 


Homo sapiens 


R26660 2, partial CDS 


1002 


96 


1362 


gj 3478640 


Homo sapiens 


R26660 2, partial CDS 


154 


100 


1363 


gil399H67 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin- like 
long splice variant 


2879 


99 


1363 


gi 14625822 


Homo sapiens 


AF282256_1 Siglec-Ll 


2879 


99 


1363 


gi23272769 


Homo sapiens 


SIGLEC-Iike 1 


2879 


99 


1364 


gil5132186 


Homo sapiens 


unnamed protein product 


1644 


100 




•K1 l'XOO 

gi iM3zj/y 


Homo sapiens 


unnamed protein product 


1644 


100 


1304 


gizi43youz 


Homo sapiens 


unnamed protein product 


1644 


100 


1363 


gi 15*353230 


Homo sapiens 


raterleukin 1, delta 


823 


100 


1365 


gi6165336 


Homo sapiens 


interleukin-l-like protein 1 


823 


100 


1365 


gi9651789 


Homo sapiens 


AF230377_1 interleukin-1 
delta 


823 


100 


1366 


gj 177 870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2765 


40 


1366 


gl2o3U3946 


Homo sapiens 


alpha-2-macroglobulin 


2765 


40 


1300 


gjD /yjy4 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2760 


40 


130/ 


gjzjyyu304 


Homo sapiens 


AF3l9622_l P~glycoprotein 


555 


98 


130/ 


gl27656757 


Takifugu rubripes 


Mdr3 


311 


52 


130/ 


gj4j /4zz4 


Fundulus heteroclitus 


AF099732 1 multidrug 
resistance transporter homolog 


287 


49 


IjOo 


gllZoU3ZZl 


— — 

Mus musculus 

— - 


Lymphocyte antigen 6 
complex, locus A 


713 


100 


IJOO 


m 1 0R094 


Mus musculus 


T £L A »> 


713 


100 


1 jOO 


mom 111 


Mus musculus 


T-cell activation protein 


713 


100 


iyo/ 


gl 1 J J4J3ZO 


Homo sapiens 


A A UAC{V> 1 


616 


96 


1967 


gi 18088830 


Homo sapiens 


AAH20756 


616 




1967 


gi30582691 


Homo sapiens 




616 


96 


1968 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1968 


gi 18088830 


Homo sapiens 


AAH20756 


616 


96 


1968 


gi30582691 


Homo sapiens 




616 


96 


1969 


gi 13543526 


Homo sapiens 


AAH05921 


616 


96 


1969 


gi 18088830 


Homo sapiens 


AAH20756 


616 j 


96 


1969 


gi30582691 


Homo sapiens 




616 


96 


1970 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1970 


gi 18088830 


Homo sapiens 


AAH20756 | 


616 


96 
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1970 


gi30582691 


Homo sapiens 




oio 


o< 

yo 


1971 


gil2653501 


Homo sapiens 




9110 
zi iy 


oo 
yy 


1971 


gil5217079 


Homo sapiens 


ArtwrrrA l pigment 

pnithf*liirm-Hf»ri-ui>fl furfru- 


919^ 
Z1ZO 


on 

yy 


1971 


gi30583283 


Homo sapiens 


TTlMTlhfT 1 


91 lO 

zi iy 


OQ I 


1972 


gi20269957 


Sus scrofa 


AF4Q87S0 1 nh ncnhnl ina op- P 

delta 4 


too 


yo 


1972 


^21307610 


Mus musculus 


phospholipase C delta 4 


158 


90 


1972 


gi571466 


Rattus norvegicus 




i si 

ID l 


o4 


1973 


gil7864023 


Homo sapiens 


AF450090 1 KCCR13L 


3299 


94 


1973 


gi22760385 


Homo sapiens 


Luuiaincu pruiein prouuci 




94 


1973 


gi22761016 


Homo sapiens 


unndinca proicin proauci 


3Zyy 


94 


1975 


gil9684107 


Homo sapiens 




i on 
1ZU 


92 


1975 


gi32966069 


Homo sanien<? 


f T"WQT 9 niirlA/vt-isfacA 


1 on 
lzU 


no 

92 


1975 


gj4691263 


Homo ,oanipn<5 




lzU 


92 


1976 


gil 1493483 


Homo *»Jini*»n*i 


/VT IjUI 1 / *+0 rt\\JZ~JJ\J 


364 


71 


1976 


gi2580578 


Homo jdnipnc 


UDiquiious 1 Jrlv moul, x 

loUlUI III 


oin 


75 


1976 


gi8572229 


Homo sapiens 


ubiquitous TPR-motif protein 

I lotllUi 111 


339 


75 


1977 


gil8848355 


Mus muviiliiQ 


v*oc|o proiem 


2085 


87 


1977 


gi30047245 


Mus musculus 


Coq6 protein 


2090 


85 


1977 


oi4680659 


Hnmn canipnc 


AriJzy44 i cot- 10 protein 


2378 


98 


1978 


gil2654881 


Homo sapiens 


AAH01284 


331 


78 


1978 


eil710216 


OUIIIO ddpi ens 


unknown 


311 


73 


1978 


gi28799226 


Homo sapiens 


unnamed protein product 


252 


65 


1979 




nouio sapiens 


At 1301 17 48 PRO2550 


143 


48 


1979 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


161 


63 


1979 


ei3248/>1fi7 


nuJiiu sapiens 


Au /C-Nl r 


161 


63 


1980 


gi20810589 


Homo sapiens 


similar to arsenite inducible 
RNA associated protein 


833 


99 


1980 


gi22945274 


Drosophila 
melanogaster 


CG12795-PA 


455 


54 


1980 


gl^UJ \ I I X 


Mus musculus 


Ar224494__l arsenite inducible 
RNA associated protein 


687 


80 


1981 


gil3241652 


Rattus norvegicus 


AF309558_1 supernatant 
protein factor 


162 


87 


1981 


gi 13543 184 


Mus musculus 


SEC14-like2 


162 


87 


1981 


gi6624130 


Rattus norvegicus 


AC004832_1 similar to 45 kDa 
secretory protein 


169 


96 


1982 


gil 1066250 


Homo sapiens 


AF197937_1 presenilins 
associated rhomboid-like 
protein 


1392 


100 


1982 


gil3177766 


Homo sapiens 


AAH03653 Similar to 
presenilins associated 
rhomboid-like protein 


1068 


80 

ov 


1982 


gil5559382 


Homo sapiens 


AAH 14058 presenilins 
associated rhomboid-like 
protein 


1389 


99 


1983 


gil864091 


Rattus norvegicus 


PSD-95/SAP90-associated 
protein-3 


160 


100 


1984 


gill877274 


Homo sapiens 




2265 


100 


1984 


gi21667210 


Homo sapiens 


AF465765 1 


2265 


100 
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bactericidal/permeability- 
increasing protein-like 1 






1 QQA 


gj2 1706776 


Homo sapiens 


Bactencidal/permeability- 
increasing protein-like 1 


2258 


99 


1AQC 


gj3879547 


Caenorhabditis 
elegans 




125 


36 




mil 1 AT7T 1 


Homo sapiens 


: ; ■ — 

organic anion transporter 2 


/33 


100 


I5/<SO 


*oi TAT/I *7/l 
gjzl /0/4 /4 


Homo sapiens 


, member 7 


Tin 

/33 


100 


lyoo 


glDOUlOO? 


Homo sapiens 


Aroy/Mo_l liver-specitic 
transporter 


Til 

/33 


100 


1QC7 


gJlZoO410D 


Homo sapiens 


AAH02905 Similar to 
CG15084 gene product 


COA 

589 


79 


1987 


gil3649459 


Homo sapiens 


AF250306J putative SB115 
protein 


589 


79 


1987 


gil8204670 


Mus musculus 


4930527D15Rik protein 


569 


75 


1988 


gil022323 


Mus musculus 


chain 


3354 


87 


1988 


©537329 


Homo sapiens 


alpha-2 type IV collagen 


3752 


99 


1988 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


3351 


87 


1989 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


1360 


98 


1989 


gi7861733 


Homo sapiens 


AF176832_1 low density 
lipoprotein receptor related 
protein-deleted in tumor 


1360 


98 


1989 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


1181 


84 


1990 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


1360 


98 


1990 


gi7861733 


Homo sapiens 


AF176832_1 low density 
lipoprotein receptor related 
protein-deleted in tumor 


1360 


98 


1990 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DFT 


1181 


84 




gi 11493483 


Homo sapiens 


AF130117 48 PRO2550 


408 


78 


1991 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


328 


75 


1991 


gi7770139 


Homo sapiens 


AF119917_13 PR01722 


328 


72 


1992 


gi 157409 


Drosophila 
melanogaster 


fat protein 


370 


37 


1992 


gi23093109 


Drosophila 
melanogaster 


CG7749-PA 


367 


41 


1992 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


367 


38 


1993 


gl 157409 


Drosophila 


fat protein 


370 


37 


1993 


gi23093109 


Drosophila 
melanogaster 


CG7749-PA 


367 


41 


1993 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


367 


38 


1994 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


1994 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


1994 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


1995 


gi32493172 


Homo sapiens 


pheromone receptor 


170 


96 
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1995 


gi32493174 


Homo s aniens 


pheromone receptor 


170 


96 


1995 


gi32493176 


Homo sapiens 


pheromone receptor 


178 


100 


1996 


a23468368 


Miis musculus 

XTXIXO IJlUwvUlUtf 


12000 13F24Rik protein 


799 


63 


1996 


gi27695305 


Mus musculus 


1200013F24Rik protein 


825 


76 


1996 


m*75 82294 


X kXJLUXJ MUJvlld 


AF208853 1 BM-011 


781 


98 


1997 




V/lUUa iiiLwouiiaiio 


m vnnl 515OT1 1 n-C 1 

1AA.J 11*11 a 


190 


29 


1997 


gi31419817 


Mus musculus 


Golgi autoantigen, golgin 
suhfamilv a. 3 


124 


26 


1997 


gi4582571 


Gall us gall us 


Hyperion protein, 419 kD 
isofonn 


125 


26 


1998 


eil3872813 


Homo ^anien^ 

X XVI XX w uul/lwl LO 


fibiilin-6 

IwUI 111 Vf 


1099 


48 


1998 


gil4575679 


Homo sapiens 


AF156100 1 hernicentin 


2159 


86 


1QQR 
iyy o 




v^iic 1 1 or lid i/ui u ;> 

elegans 




636 


32 


lOOO 

vyyy 




xiorno Sapiens 


A AH070S0 


i ins 


51 

J X 


lyyy 


m 1 710027^ 


mus muscuius 


liffcf ot'fififnifiiip ¥iiif*l^oi* 

nciuogcnuuo ituuicoT 
i*ihi*wiiif»1 winrfifMn T T 

1 lUUllUl/lCV>|/[ WVCUl \J 


1 1 vr-r 


J X 


1QOO 




fvolltic trail tic 
VJallUb ffiillUs 


nut*} f*ar oal mnrlitl in— hin flinty 
11 U LI till l*aIllllAlUlUI~UxxlUxlig 

protein 


1554 


64 


2000 


gil7223626 


Homo sapiens 


ATP-binding cassette A10 


1683 


93 


2000 


gi32350914 


Homo sapiens 


ATP-binding cassette sub- 
iamny a memDer iu 


1675 


92 


2000 


gi32350969 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


1675 


92 


OOAI 
ZUUl 


m 1 1^7/1070 


riomo sapiens 


TA PIT 1 A(\ nr rtt pin 

i Aril ltu protein 


O /*» f 


00 

yy 


ZvUI 


gll 33 It 1 /O 


iyius muscuius 


T A FIT 1x10 nr rvt pin 
i jt\r ii l*t\j pruicm 




85 


2001 


gi28175603 


Homo sapiens 


TAF3 protein 


2775 


99 


7007 




Ralstonia 
solanacearum 


DEHYDROGENASE 
PROTEIN 


o/o 


61 


700.7 




V^CCSUlODaClllUS 

iheyensisHTE831 


a fv/1 -./"^rt A /I v/1r/\€Tpn q cp 
acyi—^u/Y ucnyui UgCIlooC 




63 


7007 




[V/fiie 1 tv»n e*f»iiliie 
1V1US ITlUSCUllxa 


J / DKrrjyiZ 1 Ulvl A. pruiClxl 


074 


84 


2003 


gi2 1 522776 


Homo sapiens 


unnamed protein product 


2998 


98 


l\j\)5 


m7AOA777A 


riomo sapiens 


oimnar 10 i^ojr'iiKeHioniam, 

miiltinlp f\ 
lIlUllipiC Vj 


z.yoi. 


QR 
yo 


2003 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


2984 


98 


2004 


gil4530342 


Caenortiabditis 

crane 




389 


51 




oifiS^lfifil 

glvJ J 1UU1 


V^ctCllUl 1 ItlULLl Llo 

i*1f*0TirKi 


AF10S610 1 TIN-41A 




51 


2004 


d6531663 


(^pnnrhahxHiti q 

elegans 


AF195611 1 LEN-41B 

/VI 1 X X-*JLI ^ T X U 


389 


51 


2005 


gil 504026 


Homo sapiens 




5996 


99 


2005 


gi22725157 


Homo sapiens 


minor histocompatibility 
antigen HA-1 


5835 


99 


2005 


gi23272016 


Homo sapiens 


Similar to PTPLl-associated 
RhoGAPl 


5675 


98 


2006 


gil3274120 


Homo sapiens 




995 


91 


2006 


gi6102996 


Mus musculus 


Vanin-3 


884 


78 


2006 


gi7160973 


Homo sapiens 


VNN3 protein 


995 


91 


2007 


gi27463365 


Homo sapiens 


a disintegrin-like and 
metal loprotease with 


345 


93 



WO 2004/080148 



PCT/US2003/030720 



250 
TABLE 2 B 



SISQJLD 


JHlt_lU 


Species 


TlatfirmilAll 
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9B 






2007 


ghJo/OJo/ 


Caenorhabditi s 
elegans 




148 


39 


2007 


gi3879882 


Caenorhabditi s 
elegans 




148 


39 


2008 


gil5963476 


Homo sapiens 


AF289221_1 alpha-adaptin A 

reiaieu pruiciii 


2085 


94 


2008 


gujyo.54// 


— : 

Homo sapiens 


related protein 


2118 


99 


2008 


gl4J 1434U 


A A 1 ^0_0/7*7 


T-Ti tm crrt q1t*»V»jw 5»HjintiTI A 
nuillail ajpila*"aU*ipLLU a 

homolog 


2085 


94 


**»AAA 

zuoy 


gll.j4ooUl / 


Homo sapiens 


AF407774 1 PWT2 


3200 


100 


iaaa 

2009 


• o*7/l A*7C/C*7 

gJZ/4y/30/ 


Homo sapiens 


ivClali 1 1 Ul» j ICo aooUCloLCU 

transmembrane protein 4 


3200 


100 


2009 


gl3 1753233 


Homo sapiens 


immunoglODiuin superiajimy, 
member 8 


JAW 


100 


2010 


gil5488017 


Homo sapiens 


A IMA777A 1 "PWT9 

Ar4U/Z/4 1 UW1Z 




l\J\J 


2010 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3ZUU 


100 


2010 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


19 AA 


100 


2011 


gi 154880 17 


Homo sapiens 


Ar40/z/4 1 EWIZ 


19 AA 




2011 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


•39AA 


100 ! 


2011 


ghJl733ZJJ 


Homo sapiens 


irnrniinogioDuiin supcnaLni i y 9 

mpmlipr R 




100 


7A19 
ZU1Z 


gll J405U1 / 


nomo Sapiens 


AF407T74 1 PWr2 


3200 


100 


2012 


gi27497567 


Homo sapiens 


keratinocytes associated 

IrancinrMTiVrraTiP nrofpln 4 

UOUoillCliitJl OIIC JJl \JLtl 11 *T 


3200 


100 


ZU1Z 


gj J 1 


nomo Sapiens 


Tmmim AcrlnKiilin giitv*rfami1v 

Ulblill/vl \J 


3200 


100 


2013 


gi 1405723 


Homo sapiens 


type X collagen 


198 


30 


2013 


gi30095 


Homo sapiens 


3 


198 


30 


OA1 1 

ZU13 


gl/J fiDDA 


nomo Sapiens 




198 


30 


2014 


gil5 145793 


Sus scrota 


basic proline-rich protein 


233 


26 


O A1 >1 

ZU14 


gll j 14 j lyj 


Sus scrota 


DoSifj proline**! iwu piuicui 


205 


26 


2014 


gi25056007 


Zea mays 


AFl59297_l extensin-like 
protem 


203 


26 


2015 


gi21992 


Volvox carteri 


extensin 


158 


37 


2015 


gl24ZyJoz 


Santalum album 


proline rich protein 


ItHJ 




2015 


gl324oo5 /0 


Oryza sativa 
(japonica cultivar- 
group; 


rkcrMRofuv^ir or 97 


157 




zuio 


gllZUUZU4Z 


nomo sapiens 


AFOYvtfiOtS 1 hrain mv04R 

protein 


659 


70 


2016 


gil7225331 


Homo sapiens 


AF325115_1 MY0876G05 
protein 


659 


70 


2016 


gi 17646 146 


Homo sapiens 


AF314542_1 B lymphocyte 
activation-related protein 


727 


56 


2018 


gil3l61063 


Homo sapiens 


AF332218_1 protocadherin 1 1 


746 


56 


2018 


gil3l61066 


Homo sapiens 


AF332219_1 protocadherin 1 1 


746 


56 


2018 


gi9845485 


Homo sapiens 


AF169692.J protocadherm-9 


1349 


100 


2019 


gil6552038 


Homo sapiens 


unnamed protein product 


2139 


99 


2019 


gj21410124 


Mus musculus 


3230402E02Rik protein 


1334 


60 
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2019 


gi5688958 


Homo sapiens 


PMMJLP 


2140 


1 AA 
100 


2020 


♦rx 1 i-M A A AC 

gi21734445 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neural-specific protein-2 


3958 


AC 

95 j 


2020 


-1 *T** AAA T 

©21734447 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neural-specific protein-3 


2948 


TA 

70 


2020 


gi30348610 


Gallus gallus 


BMP/rehnoic acid-inducible 
neural-specific protein 


OAAA 

2090 


JZ 


2021 


gl23Z/2o/7 


. 

Homo sapiens 


Similar to zinc finger protein 
208 


40/ 


BA 

50 


2021 


gi26251755 


Homo sapiens 


ZNr4Jl protein 


AACk 


TO 
/o 


2021 


gl30421zz& 


Homo sapiens 


zinc finger protein 430 


OIL 


1 AA 
100 


2022 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 

OAO 

208 


467 


80 


2022 


gi26251755 


Homo sapiens 


ZNF431 protein 


449 


78 


2022 


gi30421228 


Homo sapiens 


zinc finger protein 430 


572 


100 


2023 


gil212965 


Homo sapiens 


transmembrane protein 


358 


70 


2023 


gil213221 


Rattus norvegicus 


transmembrane protein 


354 


69 


2023 


gi 19683999 


Homo sapiens 


coated vesicle membrane 
protein 


358 


70 


2024 


gil 199524 


Homo sapiens 


acid phosphatase 


2246 


99 


2024 


gil3111975 


Homo sapiens 


AAH03160 acid phosphatase 
2, lysosomal 


2242 


99 


2024 


gi30584617 


synthetic construct 


Homo sapiens acid 
phosphatase 2, lysosomal 


2242 


99 


2025 


gi 15625 570 


Homo sapiens 


AF411981 1 centaunn beta5 


353 


100 


2025 


gi30 109272 


Homo sapiens 


CENTB5 protein 


505 


99 


2025 


gi4688902 


Homo sapiens 


centaurin beta2 


"V7A 

270 


A O 

48 


2026 


gi27693942 


Homo sapiens 


Similar to expressed sequence 

A J A A C\A 11 

A144y432 


1083 


42 


2026 


gi2789430 


Homo sapiens 


repressor protein 


1084 


4Z 


2026 


gi5630080 


Homo sapiens 


AC0U4oy0 Z 


1 ATT 
10/ / 


/IT 

4Z 


oatt 
ZUZ/ 


gnl3453oZ 


Homo sapiens 


AK3Uoo0 1_ l vacuolar protein 
sorting protein 16 


TOTT 

Zy/ / 


yy 


2027 


•tOU AO AA 

gil2 140290 


Homo sapiens 




1AQ1 

ZyoJ 


AA 

yy 


ZUZ7 


gu>j>J04o 


Mus musculus 


Vpslo 


1A11 

Z5/3Z 


or 

y/ 


202& 


glJ014104& 


Homo sapiens 


Nogo-66 receptor homolog- 1 


Zy4 


1 OA 

100 


ZUZo 


•1A1/1 1 AO 

gl301410jZ 


Rattus norvegicus 


Nogo-66 receptor homolog- 1 


•V7A 

z/o 


AO 

yz 


ZUZo 


gliZJDiZoV 


Rattus norvegicus 


Nogo-66 receptor homolog 2 


^AQ 
14!/ 




2029 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2029 


OCA 

gio/loo4 


Gallus gallus 


ovomacroglobulin, ovostatin 


OTA 

Z30 


40 


2029 


gio71865 


Gallus gallus 


ovomacroglobulin, ovostatin 


lOA 

Z30 


/t A 

40 


oai a 
2U3U 


gll377o53t> 


Homo sapiens 


A V?A 1 A Aid 1 n 1— 1 D 

Ar41442y__l alpha- 1 -15 
glycoprotein precursor 


131 


or 
yz 


2031 


gl200057 


Mus musculus 


neuronal glycoprotein 


oyo 


Oil 

y4 


1 


^1X70J /*T 1 1 


l-Irvmr\ otinipnc 






75 


2031 


gi563133 


Rattus norvegicus 


BIG-1 protein 


692 


94 


2032 


gi 16550078 


Homo sapiens 


unnamed protein product 


763 


100 


2032 


gi28 175743 


Homo sapiens 


similar to hypothetical protein 
FU30803 


763 


100 


2032 


gi30354720 


Mus musculus 


AI427653 protein 


756 


100 


2033 


gil6550O78 


Homo sapiens 


unnamed protein product 


763 


100 


2033 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


763 


100 


2033 


gi30354720 


Mus musculus 


AI427653 protein 


756 


100 
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2034 


gi21929093 


Homo sapiens 


seven transmembrane helix 
receptor 


1711 


88 


2034 


gi24286029 


Homo sapiens 


G-protein coupled receptor 
GPR116 


6754 


97 


2034 


gi5525078 


Rattus norvegicus 


seven transmembrane receptor 


5038 


72 


2035 


gil 1917507 


Homo sapiens 


HPF1 protein 


434 


59 


2035 


gil3938351 


Homo sapiens 


AAH07307 Similar to zinc 
ringer protein 268 


432 


63 


2035 


gi3 135968 


Homo sapiens 




440 


58 


2036 


gil3097633 


Homo sapiens 


AAH03534 Similar to ATPase, 
Class I, type 8B, member 1 


373 


84 


2036 


gi33440008 


Homo sapiens 


possible aminophospholipid 
translocase ATP8B2 


406 


91 


2036 


gi3628757 


Homo sapiens 


FIC1 


373 


84 


2038 


gil 1558486 


Homo sapiens 


B-cell lymphoma/leukaemia 
11A short form 


1314 


99 


2038 


gil2150278 


Homo sapiens 


AF080216J C2H2-type zinc- 
finger protein; EVI-9 


1197 


98 


2038 


gi30410854 


Mus musculus 




1312 


98 


2039 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2039 


gB2394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2039 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 ■ 


84 


2040 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2040 


gi32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2040 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 


84 


2041 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2041 


gi32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2041 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 


84 


2042 


gi26454883 


Homo sapiens 


hypothetical protein HSPC148 


1181 


100 


2042 


gi6523797 


Homo sapiens 


AF110775_1 adrenal gland 
protein AI>-002 


1181 


100 


2042 


gi6841518 


Homo sapiens 


AF161497 1 HSPC148 


1178 


99 


2043 


gil4009597 


Homo sapiens 


AF282619_1 lysyl oxidase-like 
3 protein 


1569 


98 


2043 


gi 14486600 


Homo sapiens 


AF311313_1 lysyl oxidase-like 
3 protein 


1569 


98 




glljloD/ /U 


Homo sapiens 


j\t/.oho iD_l lysyi oxjaase-iiKe 
protein 




OR 


2044 


gil0834722 


Homo sapiens 


AF258588 1 PP5656 


892 


89 


2044 


gi2 1706836 


Mus musculus 


Gyltllb protein 


1056 


87 


2044 


gi22713410 


Homo sapiens 


GYLTL1B protein 


1205 


100 


2045 


©7209721 


Mus musculus 


DD57 


2242 


88 


2045 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2483 


100 


2045 


gi8217485 


Homo sapiens 




2480 


99 


2046 


gil3592175 


Leishmania major 


AC084329J ppg3 


140 


28 


2046 


gi28828184 


Dictyostelium 


similar to Leishmania major. 


179 


28 
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discoideum 


Ppg3 






2046 


gi3873550 


Schizosaccharomyce 
spombe 


SPBC215.13 


147 


24 


2047 


gi2 11 04460 


Homo sapiens 


OK/SW-CL.19 


ZUo 


ton 


2047 


gi32425794 


Homo sapiens 


NJMU-R1 protein 


206 


100 


2047 


gi32450708 


Homo sapiens 


NJMU-R1 protein 


zUo 


1 OA 

1UU 


2048 


gil3277972 


Mus musculus 


phosphatidate 
cytidylyltransferase 2 


2270 


95 < 


2048 


gil9344052 


Homo sapiens 




Z5oU 


oo 


2048 


gi41 86023 


Homo sapiens 


CDS2 protein 


2360 


99 


2049 


gi 17862928 


Drosophila 
melanogaster 


SD03549p 


121 


35 


2049 


gi29387317 


Mus musculus 


120001 1022Rik protein 


670 


89 


2049 


gi7297878 


Drosophila 
melanogaster 


CG14941-PA 


I2l 


35 


2050 


gil3562004 


Nephila 

madagascariensis 


AF350276_1 major ampullate 
spidroin 2-like protein 


251 


33 


2050 


gi7106224 


Nephila clavipes 


flagelliform silk protein 


252 


32 


2050 


gi7106228 


Nephila inaurata 
madagascariensis 


flagelliform silk protein 
[Nephila madagascariensis] 


277 


34 


2051 


gil2018147 


Chlamydomonas 
reinhardtii 


AF309494 1 vegetative cell 
wall protein gpl 


198 


31 


2051 


gil5145793 


Sus scrofa 


basic proline-rich protein 


204 


29 


2051 


gil5145797 


Sus scrofa 


basic proline-rich protein 


200 


30 


2052 


gil6877193 


Homo sapiens 


AAH 16860 G protein-coupled 
receptor, family C, group 5, 
member C 


2320 


99 


2052 


gi30583709 


Homo sapiens 


G protein-coupled receptor, 
family C, group 5, member C 


2320 


99 


2052 


gi81 18032 


Homo sapiens 


AF207989J orphan G-protein 
coupled receptor 


2320 


99 


2053 


gil5679980 


Homo sapiens 


CI 14 protein 


930 


99 


2053 


gi 16769562 


Drosophila 
melanogaster 


LD38910p 


328 


47 


2053 


gi7302978 


Drosophila 
melanogaster 


CG8441-PA 


328 


47 


2054 


gil072675t 


Drosophila 
melanogaster 


CG13623-PA 


333 


53 


2054 


gi21430012 


Drosophila 
melanogaster 


GH27470p 


333 


53 


2054 


gi7406400 


Arabidopsis thaliana 


putative protein 


317 


45 


2055 


gil3959018 


Homo sapiens 


AF361746_1 endothelial cell- 
selective adhesion molecule 


1578 


99 


2055 


gil3991773 


Mus musculus 


AF361882J endothelial cell- 
selective adhesion molecule 


1188 


76 


2055 


gi29 165726 


Mus musculus 


bnaotnelial cell -selective 
adhesion molecule 


1 loo 


/O 


2056 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane 
protein 2 


862 


99 


2056 


gi297437 


Rattus norvegicus 


peroxisomal membrane protein 


680 


76 


2056 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane 
protein-like 


862 


99 


2057 


gil 1994465 


Arabidopsis thaliana 


contains similarity to late 
embryogenesis abundant 
protein~gene_id:MLD 1 4. 1 6 


141 


39 
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2057 


gi21326031 


Oryzias latipes 


choriogenin H 


159 


35 


2057 


gi22093906 


Oryzias latipes 


AF396668_1 choriogenin H 


157 


35 


2058 


gi62877 


Gallus gall us 


type VI collagen alpha-2 
subunit preprotein 


320 


42 


2058 


gi62881 


Gallus gallus 


type VI collagen subunit 
alpha2 


320 


42 


2058 


gi62882 


Gallus gallus 


type VI collagen subunit 
alpha2 


320 


42 


2059 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


600 


60 


2059 


gi7292879 


Drosophila 
melanogaster 


CG1998-PA 


600 


60 


2059 


gi7292910 


Drosophila 
melanogaster 


CG11162-PA 


423 


50 


2060 


gil7066106 


Homo sapiens 


Novex-3 Titin Isoform 


964 


99 


2060 


gi27696390 


Xenopus laevis 


Similar to titin 


251 


37 


2060 


gj992994 


Gallus gallus 


myosin light chain kinase 


228 


35 


2061 


gil4089982 


Mycoplasma 
pulmonis 




143 


33 


2061 


gi2649941 


Archaeoglobus 
fulgidusDSM4304 




151 


30 


2061 


gi30180922 


Nitrosomonas 
europaea ATCC 
19718 


Adenylate kinase 


143 


28 


2062 


gi29477024 


Mus musculus 


Similar to RIKEN cDNA 
9130023G24 gene 


464 


44 


2062 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


148 


25 


2062 


gi7453547 


Homo sapiens 


glioma tumor suppressor 
candidate region protein 1 


125 


25 


2063 


gi29477024 


Mus musculus 


Similar to RIKEN cDNA 
9130023G24gene 


464 


44 


2063 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


148 


25 


2063 


gi7453547 


Homo sapiens 


glioma tumor suppressor 
candidate region protein 1 


125 


25 


2064 


gil0441350 


Mus musculus 


olfactory UDP 
glucuronosyltransferase 


241 


70 


2064 


gi4580602 


Macaca fascicularis 


AF112112J UDP- 
glucuronosyltransferase 2B19 
precursor 


244 


73 


2064 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


2oo 


to 


2065 


gi 13325266 


Homo sapiens 


AAH04450 hypothetical 
protein MGC2650 


796 


91 


2065 


gi3688090 


Homo sapiens 


R32611 2 




1 f\(\ 
1UU 


2065 


gi6841228 


Homo sapiens 


AF161407 1 HSPC289 


703 


84 


2066 


gi 11493483 


Homo sapiens 


*t?11ftin AO MAOf CA 

AF130117 48 PRO2550 


LoL 


JO 


ZUDO 


gl j KjUZjZ 1 


Homo sapiens 


neuronal uireaa proiem j\u /o 
NTP 






2066 


gi32486167 


Homo sapiens 


AD7C-NTP 


497 


62 


2067 


gi 16552274 


Homo sapiens 


unnamed protein product 


276 


45 


2067 


gi57516 


Rattus rattus 


ASM15 


437 


57 


2067 


gi7107346 


Peromyscus 
maniculatus bairdii 


H19 


280 


43 


2068 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


1480 


94 


2068 


. gi30962591 


Homo sapiens 


AF375480_1 immune receptor 


1401 


93 
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expressed on myeloid cells 
splice variant 1 






2068 


gi31790204 


Homo sapiens 


inhibitory receptor EREM1 


1478 


94 


2069 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


1480 


94 


2069 


gi30962591 


Homo sapiens 


AF375480 1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


2069 


gi3 1790204 


Homo sapiens 


mhibitory receptor IREMl 


1 AHQ 

14 /o 


f%A 


2070 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 


1480 


94 


2070 


gi30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


2070 


gi3 1790204 


Homo sapiens 


mhibitory receptor IREMl 


1478 


94 


2071 


gi 18307481 


Homo sapiens 


phosphoinositide-binding 
proteins 


2206 


97 


2071 


gi27695704 


Mus museums 


Connector enhancer of KSR2 


705 


35 


2071 


gi29691916 


Rattus norvegicus 


interactor protein for cytohesin 
exchange factors 1 


1651 


79 


2072 


gil 1493982 


Homo sapiens 


AF2082321 TLH29 protein 
precursor 


303 


70 


2072 . 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


497 


100 


2072 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


2073 


gil 1493982 


Homo sapiens 


AF208232 1 TLH29 protein 
precursor 


303 


70 


2073 


gi 15929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


497 


100 


2073 


gi21olo34y 


: 

Homo sapiens 


l Urtzy protein precursor 


1A1 


i\) 


2074 


gllZo04oyj 


Homo sapiens 


AAriUi//j similar to 
ribosomal protein L34 


oy i 


1 AA 
10U 


OA7A 


gil /jozyjo 


. 

Homo sapiens 


ribosomal protein L34 


J7 1 


inn 

lUv 


ZO/4 


glZUJUO**J^ 


Mus museums 


1 1 AAAA1 ITOPilr rtrrttftr* 

i luuuuiizziviK proicin 


JO / 




ZOO 


gll-)J{S4o41 


Homo sapiens 


activating NK receptor 




QO 


1A*7X 

zo fj 


glOJo4o4j 


Homo sapiens 


in i u-a receptor 




inn 


ZO /0 


gizoyoooyy 


Mus musculus 


lymphocyte antigen 108 


7AA 


^0 


ZO /O 


m* 1 A 1 Tiff) 1 

gllUl / /OZl 


Arabidopsis thaliana 


phytoene dehydrogenase-like 


^7^ 




ZU /O 


gil /y/yzoD 


Aiabidopsis thaliana 


a i jfptyj ju/ivoivi i j_ i v 


joy 




ZO /D 




Arabidopsis thaliana 


Au>g*fy«) j u/ivoivi i 


J(J7 


47 


2077 


gil4270364 


Mus musculus 


Epigen protein 


378 


71 


ZO// 


gioz/zzoy 


Rattus norvegicus 


NCI protein 


1ZZ 


^7 
JZ 


ZO / / 




Mus musculus 


tomoregulin- 1 


177 
1ZZ 


^7 
jZ 


ZU /o 


gl i*IZ f\fj w 


Mus musculus 


Epigen protein 


V7R 
j to 


71 


2078 




IVuLlUO U \JL VwuvllO 


nrrrfpin 


122 


52 


2078 


gi7799191 


Mus musculus 


tomoregulin- 1 


122 


52 


2079 


gi 14270364 


Mus musculus 


Epigen protein 


378 


71 


2079 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


2079 


gi7799191 


Mus musculus 


tomoregulin- 1 


122 


52 


2080 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


206 


34 


2080 


gi29289929 


Danio rerio 


neogenin 


176 


37 


2080 


gi3068592 


Mus musculus 


punc 


192 


35 


2081 


gi31753150 


Homo sapiens 


Ras family member Ris 


665 


65 
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2081 


~ZAA 1 /CI Ol 

gl441olot 


- 

Mus musculus 


Colo 




OA 


2081 


•*70 Oil IT 

gl7331127 


Homo sapiens 




OOD 




2082 


gll3 128925 


Homo sapiens 


atoWj /o_i ujjivrz protein 




QO 


2082 


gi 18650584 


Homo sapiens 


retinoic acia eariy transcnpt i 


1J1Z 


00 

yy 


2082 


gi21961213 


Homo sapiens 


ULI o oinaing protein z 




00 

yy 


2083 


gi 13 8728 13 


Homo sapiens 


fibulin-6 


31 j 


90 


2083 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 1 


2083 


gi9280405 


Homo sapiens 


Atz45jUd_1 aaiican 


1 /I/O 


HO 


2084 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2084 


gi 14575679 


Homo sapiens 


AF1561UU 1 nemicentm 


CIO 

513 


zy 


2084 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2085 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2085 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2085 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2086 


gi3041867 


Homo sapiens 


p53 


162 


96 


2086 


gi4731632 


Homo sapiens 


AF135121_1 tumor suppressor 
protein p53 


162 


96 


2086 


gi4732147 


Homo sapiens 


AF136271_1 tumor suppressor 
protein p53 


162 


96 


2087 


gil2240284 


Mus musculus 


AF327059 1 apob'poprotein 
A5 


1300 ; 


72 


2087 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
A5 


1864 


100 


2087 


gi6707435 


Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


2088 


gi 12240284 


Mus musculus 


AF327059_1 apolipoprotein 
A5 


1300 


72 


2088 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
A5 


1864 


100 


2088 


gi6707435 


Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


2089 


gil3H1784 


Homo sapiens 


AAHO3081 hypothetical 
protein FIJI 0637 


1509 


99 


2089 


gi 13543037 


Mus musculus 


4933424B0lRik protein 


958 


80 


2089 


gil4249965 


Homo sapiens 


AAH08368 hypothetical 
protein FIJ10637 


1513 


100 


2090 


gi 19344001 


Homo sapiens 


phospholipase A2, group I1D 


846 


99 


2090 


gi5771420 


Homo sapiens 


AF112982_1 group UD 
secretory phospholipase A2 


852 


100 


2090 


gi6453793 


Homo sapiens 


AF188625_1 phospholipase 
A2 


846 


99 


2091 


gil674069 


Mycoplasma 
pneumoniae 


30K adhesin-related protein 


132 


35 


2091 


gi 1684932 


Mycoplasma 
pneumoniae 


adhesin protein 


132 


35 


2091 


gi51 14063 


Mycoplasma 
pneumoniae 


AF090172_1 revertant 
adhesin-related protein P30 


128 


35 


2092 


giU094019 


Homo sapiens 


AF305057 2 RTSbeta 


2047 


94 


2092 


gil 150421 


Homo sapiens 


rTSbeta 


2053 


94 


2092 


gi 12654883 


Homo sapiens 


AAH01285 rTSbeta protein 


2053 


94 


2094 


gi 13432042 


Homo sapiens 


integrin-linked kinase- 
associated serine/threonine 
phosphatase 2C 


2018 


100 


2094 


gi 16306907 


Homo sapiens 


AAH06576 integrin-linked 


2018 


100 
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kinase- associated 
serine/threonine phosphatase 
2C 






2094 


gi20072498 


Mus musculus 


07 1 0007A 14K1K protein 


1935 


95 


2095 


gi 18490682 


Homo sapiens 


fibulin 1 


281 


J7 


2095 


gi28175169 


Mus musculus 


130001 5B04Rik protein 


589 


74 


2095 


gi31419 


Homo sapiens 


fibulin- 1 C 


281 


37 


2096 


©18480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2096 


gi2l928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2096 


gi32052225 


Mus musculus 


olfactory receptor 
GA_x6K02T2P3E9-434 1 246- 
4340281 


1336 


80 


2097 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2097 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2097 


gi32052225 


Mus musculus 


olfactory receptor 
GA x6K02T2P3E9~4341246~ 
4340281 


1336 


80 


2098 


gi4760780 


Mus musculus 


Ten-m3 


401 


95 


2098 


gi5307761 


Danio rerio 


ten-m3 


347 


80 


2098 


gi6760369 


Mus musculus 


AF195418 1 ODZ3 


401 


95 


2099 


gi21 205852 


Homo sapiens 


AF385429_1 T-cell activation 
Rho GTPase activating protein; 
TA-GAP 


989 


100 


2099 


gi21410139 


Mus musculus 


T-cell activation Rho GTPase- 
activating protein 


813 


82 


2099 


gi24980955 


Mus musculus 


T-cell activation Rho GTPase- 
acti vating protein 


813 


82 


2100 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


242 


58 


2100 


gi3 002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2100 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2101 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


58 


2101 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2101 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2102 


gi20196856 


Arabidopsis thaliana 


putative myosin heavy chain 


387 


47 


2102 


gi3 142302 


Arabidopsis thaliana 


234293 from A. thaliana. 


389 


47 


2102 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


388 


46 


2103 


gi2Ul°oo5o 


Arabidopsis thaliana 


." — . 

putative myosin heavy chain 


ion 
Jo/ 


4/ 


2103 


gl3 142302 


Arabidopsis thaliana 


£34293 from A. thaliana. 


Joy 


4/ 




m COO 10 A 


Dictyostelium 
discoideum 


myosin 


joo 


HO 


2104 


gi29564894 


Homo sapiens 


unnamed protein product 


174 


39 


2104 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


174 


39 


2104 


gB2486167 


Homo sapiens 


AD7C-NTP 


174 


39 


2105 


gi21265l63 


Homo sapiens 




1893 


95 


2105 


gi7248845 


Homo sapiens 


AF231124 1 testican-1 


1893 


95 


2105 


gi793845 


Homo sapiens 


testican 


1893 


95 


2106 


gi 12804465 


Homo sapiens 


AAH01639 prostate cancer 


686 


66 



WO 2004/080148 



PCT/US2003/030720 



258 
TABLE 2 B 



SEQ_ID 


HitJD 


Species 


Description 


Sjscore 


Percentage^ 
laenuiy 








overexpressed gene 1 






2106 


gl20380774 


Homo sapiens 








2106 


gi3462515 


Homo sapiens 


PB39 


686 


66 


2107 


gil2804465 


Homo sapiens 


AAH01639 prostate cancer 
overexpressed gene 1 


686 


66 


2107 


gi20380774 


Homo sapiens 




1098 


99 


2107 


gi3462515 


Homo sapiens 


PB39 


686 


60 


2108 


gil7391348 


Homo sapiens 


AAH18615 Similar to brain 
expressed, X-linked 1 


664 


100 


2108 


gi7689029 


Homo sapiens 


AF220189_1 uncharacterized 
hypothalamus protein HBHX2 


664 


100 


2108 


gi9963771 


Homo sapiens 


AF183416 1 ovarian granulosa 
cell 13.0 kDa protem nGR74 
homolog 


664 


100 


2109 


gL26353296 


Mus musculus 


unnamed protein product 


711 


76 


2109 


gi28799187 


Homo sapiens 


unnamed protein product 


1463 


98 


2109 


gi30908853 


Homo sapiens 


synleurin 


1463 


98 


2111 


gi20988071 


Mus musculus 


260001 lE07Rik protein 


445 


89 


2111 


gi23274133 


Homo sapiens 


Similar to serine/arginine 
repetitive matrix 1 


161 


27 


2111 


gi3153821 


Mus musculus 


plenty-of-prolines-101; 
POP101; SH3-philo-protein 


164 


30 


2112 


gi9651079 


Macaca fascicularis 


hypothetical protein 


291 


75 


2113 


gi 12408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2113 ; 


gi 12408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2113 


gil3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1709 


98 


2114 


gil2408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2114 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2114 


gil3374351 


Homo sapiens 


AF305226_1 apolipoprotein 
IA 


1709 


98 


2115 


gi21744725 


Homo sapiens 


AF478693_1 glycosyl- 
phosphatidyl-inositol-MAM 


717 


97 


2115 


gi25005318 


Susscrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


672 


91 


2115 


gi25005320 


Susscrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2116 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


717 


97 


2116 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidyl inositol 
anchor 1 


672 


91 


2116 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2117 


gil6769264 


Drosophila 
melanogaster 


LD21615p 


219 


40 


2117 


gi7290426 


Drosophila 
melanogaster 


CG2875-PB 


219 


40 


2117 


gi7290427 


Drosophila 
melanogaster 


CG2875-PA 


219 


40 
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2118 




Homo sapiens 




yoJ 


1UU 


2118 




Mus musculus 




ooo 




2118 


gl283 85965 


Mus musculus 


: — : — — 

Similar to phospholipase A2 


488 


77 


2119 


gi23273399 


Homo sapiens 




963 


100 


2119 


gi25059032 


Mus musculus 




686 


72 


2119 


gi28385965 


Mus musculus 


Similar to phospholipase A2 


488 


77 


2120 


gil3562004 


Nephila 

madagascariensis 


AF350276_1 major ampullate 
spidroin 2-like protein 


228 


27 


2120 


gil3562008 


Nephila 

madagascariensis 


AF350278_1 major ampullate 
spidroin 2 


238 


29 


2120 


gil59714 


Nephila clavipes 


dragline silk fibroin 


224 


29 


2121 


gil3161409 


Mus musculus 


family 4 cytochrome P450 


445 


76 


2121 


gil3182964 


Mus musculus 


AF233643 l cytochrome P450 
CYP4F13 


191 


38 


2121 


gil3278244 


Mus musculus 


cytochrome P450, family 4, 
subfamily £ polypeptide 13 


191 


38 


2122 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2122 


gil3183618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


1807 


96 


2122 


gi!3447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


1858 


97 


2123 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2123 


gil3183618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


1807 


96 


2123 


gi 13447749 


Homo sapiens 


AF279689J fibroblast growth 
factor receptor 5 


1858 


97 


2124 


gi 10944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2124 


gil3l83618 


Homo sapiens 


AF312678J. FGF homologous 
factor receptor 


1807 


96 


2124 


gil3447749 


Homo sapiens 


AF279689J fibroblast growth 
factor receptor 5 


1858 


97 


2125 


gi 12667454 


Rattus norvegicus 


AF336858 1 synaptotagmin 
Vile 


949 


88 


2125 


gi 12667456 


Rattus norvegicus 


AF336859 I synaptotagmin 
Vlld 


949 


88 


2125 


gi 12667458 


Rattus norvegicus 


AF336860 1 synaptotagmin 
Vile 


949 


88 


2126 


gil2053709 


Homo sapiens 


with thrombospondin type 1 
motif, 12 


1143 i 


98 


2126 


gi27817773 


Mus musculus 


metalloprotease disintegrin 12 
protein 


873 


76 


2126 


gi5923788 


Homo sapiens 


AF140675__1 zinc 
metalloprotease ADAMTS7 


271 


39 


2127 


gi 1 1493982 


Homo sapiens 


AF208232 1 TLH29 protein 


303 


70 


2127 


gi 15929988 


Homo sapiens 


AAH 15423 Similar to TLH29 
protein precursor 


497 


100 


2127 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


2128 


gi 17391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1267 


99 


2128 


gi23468210 


Homo sapiens 


Similar to CGI-67 protein 


1096 


81 


2128 


gi9368522 


Homo sapiens 


CGI-67 protein 


1267 


99 


2129 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1267 


99 


2129 


gi23468210 


Homo sapiens 


Similar to CGI-67 protein 


1096 


81 


2129 


gi9368522 Homo sapiens 


CGI-67 protein 


1267 


99 
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0130 


oi 2007131 2 


A/fnc mncfnliiQ 


4933425F03Rik protein 


614 


85 


2130 


gi33391740 


Homo sapiens 


MGC45780 


426 


96 


21 30 


gl/33 


Bos taurus 


scavenger receptor type i 


^a 


CI 

Jl 


n i 1 
2131 


gl2UU/1312 


Mus musculus 


45/j j*rit-3r Ujjvlk proiein 


014 


JK 

OJ 


nil 
2131 


gu3391 /4U 


Homo sapiens 


MUv/4j/oU 


420 


5rO 


1111 
2131 


gl735 


Bos taurus 


scavenger receptor lype i 




Cl 

Jl 


2132 


gi5870866 


Homo sapiens 


TATA element modulatory 
factor 


4531 


99 


ii ii 
2132 


m«CAC/f O 


Kattus norvegicus 


ARin7ft/T* 1 TATA plpmpnt 

/\Jr iu f o^d i iaia element 

m ouuiaiory iacxor 




RO 


21J2 


rri77QA7£A 

gi /zyu /oo 


— — — — 

Drosophi la 

UieiallUgaoiei 


i^\j*f j j i-rj\ 




OS 1 


01 


m inoni/is 

gl 1 UXU 1 *tj 


rlUIIlO b dpi Clio 




1483 


43 


01 w 


m 1 ££/iA&Q£ 


T-I Am /~v mm on r» 

nomo Sapiens 


i*in/* flnoAr ni*Atptn 

zujc linger protein 


us/; 


4^ 
tj 


01 n 


m0OA7^JH^ 

gizyH/oojj 


XlOTDO SapiCTlS 




itou 


41 

HJ 


01 "XA 
zl J4 


mi£ios<.on 


riomo sapiens 


oavcnaromyces ccrevibidc 

"WiaOti IiattiaI a<t 


QAA 


100 


2134 


gi4680713 


Homo sapiens 


AF132971_1 CGI-37 protein 


944 


100 


Ol 1A 

2134 


m 'ri l/IACC 


Homo sapiens 


rlox v^U O l 


QAA 


ion 


2135 


gi23274241 


Homo sapiens 


KIAA1892-like 


563 j 


86 


iiic 

2130 


©20332114 


Mus musculus 


unnamed protein product 


5.77 


so 


OIK 


gl2034D360 


Mus musculus 


unnamea protein proouci 


^77 


so 


2136 


gil5620885 


Homo sapiens 


KIAA1913 protein 


1627 


99 


11 

2130 


^CliCH A/I A/1 

gj2o33y45/4 


Mus musculus 


unnamed protein product 


1 /I OA 

14oU 


OA 


2136 


gi28279830 


Homo sapiens 


KIAA1913 protein 


1598 


99 


2137 


* i r\f\r\ a a o 

gl 1000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1 CIO 

1578 


OA 

84 


2137 


gl 12406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


1 O/CC 

1865 


AO 

98 


11 1*7 

2137 


gil944136 


Rattus norvegicus 


beta- alanine-pyruvate 
aminotransferase 


1625 


oc 
85 


11 io 

2138 


• ■• AAA /I A o 

gil000448 


Rattus norvegicus 


Kat kidney ACj 1 2 precursor 


1 CIO 

1578 


o^ 
84 


2138 


gi 12406973 


Homo sapiens 


alanine-glyoxyl ate 
aminotransferase 2 


1865 


98 


2138 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1625 


85 


2139 


gi29436673 


Mus musculus 


1700049K14Rik protein 


648 


100 


2139 


• AS\r\A A*\ 1 

gi4204421 


Euroglyphus maynei 


group 3 allergen Eur m 3 0101 
precursor 


212 


VIA 

40 


2139 


gi5441861 


Paralichthys 
olivaceus 


chymotrypsinogen 2 


210 


36 


11 A A 

2140 


* i »»no c a/i ^ 

gl 17985 046 


Brucella melitensis 
16M 


ULYCUoYL 1 KANoFbKAt>iS 


1 OA 

130 


IO 

28 


11 A A 

2140 


'Iftf 1 C1CA 

gi205 15259 


Thermoanaerobacter 
tengcongensis 


predicted glycosyltransferases 


i n 
133 


32 


2140 


pi44SS7**0 


Oil CJJUJll 1 JfLCo 

coelicolor A3(2) 


mitntivp trnn^'fWraQP 
jjtuoiiVG uaiiALciooe 


140 




2141 


gi!3649477 


Homo sapiens 


AF250309_1 putative cytokine 
receptor CRM precusor 


2694 


100 


2141 


gi30584223 


synthetic construct 


Homo sapiens interleukin 17B 
receptor 


2694 


100 


2141 


gi9246433 


Homo sapiens 


AF208110_1 IL- 17 receptor 
homolog precursor 


2688 


99 


2142 


gil8676472 


Homo sapiens 


FLJ00133 protein 


855 


76 


2142 


gi29568116 


Mus musculus 


secreted protein SST3 


725 


64 
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2142 


£499686 


Heliocidaris 
erythrogramma 


fibropellin la 


390 


40 


2143 


£16588687 


Homo sapiens 


AF315687J S- 
adenosylhomocysteine 
hydrolase-like protein 


147 


100 


2143 


•AT >■ AAA ft ^ 

gi27692283 


Mus musculus 


S-adenosylhomocysteine 
hydrolase-like 1 


14/ 


1 AA 


2143 


♦Art ^ A t A ^ 

gi2852125 


Homo sapiens 


S-adenosyl homocysteine 
hydrolase homolog 


14/ 


1UU 


2144 


gil6740861 


Homo sapiens 


AAH 16292 ubiquitin- 
conjugating enzyme E2C 


321 


DO 


2144 


gi29791813 


Homo sapiens 


Ubiquitin-conjugating enzyme 
b2C, isoiorm 1 




cc 
oo 


2144 


gi30583439 


Homo sapiens 


ubiquitin-conjugating enzyme 


^91 


oo 


01 A*Z 
2143 


gUUUOOO 10 


-— r 

Homo sapiens 


ArZ433U3_i prorninin-z 
variant A 




01 


11 AZ 
2143 


gLZUUooj 1 0 


Homo sapiens 


Ar z, c *jj\¥*_ i promimn-z 
variant B 


Z*roU 


01 

y i 


zi43 


glZ4D-J /300 


— : 

Rattus norvegicus 


prominin-2 


1 


uo 


Ol AC 

2140 


gLZyjMo/o 


Homo sapiens 


Angiopoietin-like 5 


1 J 1U 


QO 

yy 


2140 


gtzy4oo!> 1U 


Homo sapiens 


putative fibrinogen-like protein 


LjuJ 




1 1 AC 

2146 




Ciona intestinalis 


fibrinogen-like protein 


^09 


oy 


2147 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


1310 


99 


2147 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


1305 


99 


o 1 ah 
2147 


giy22yyuo 


Ciona intestinalis 


fibrinogen-like protein 


yy*. 


1Q 


2148 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


1310 


99 


2148 


gl2y4o85l0 


Homo sapiens 


putative fibrinogen-like protein 


1JU3 


yy 


2148 


gl922990o 


Ciona intestinalis 


fibrinogen-like protein 


jyz 


**o 
3y 


2150 


gil3543706 


Homo sapiens 


AAH06003 


349 


100 


2150 


gi2098806l 


Mus musculus 


1810013D10R1K protem 


*>oo 
333 


y2 


2150 


gi2!6l9079 


Homo sapiens 




349 


100 


2151 


gi 1 1493652 


Homo sapiens 


a w~*a r\ A a/*\ rt 1 1 * t_ 1 

AF200708_1 calcium channel 
blocker resistance protein 
CCBR1 


2168 


100 


2151 


gi 13924720 


Homo sapiens 


Arz52o72_l cystine/glutamate 
transporter xCT 


21O0 


1 AA 

luu 


2151 


gi!5082352 


Homo sapiens 


AAH12087 member 11 


2168 J 


100 


2152 


gi 180432 14 


Mus musculus 


serine/arginine-rich protein 
specific kinase 2 


132 


0/ 


2152 


gi23270876 


Homo sapiens 


Similar to SFRS protein kinase 

2 


no 
132 


cn 

Of 


2152 


gi3406050 


Homo sapiens 


serine kinase SRPK2 


132 


67 


2153 


gi22 164066 


Homo sapiens 


AF388383_l neuroblastoma- 
amplified protein 


jf> Oil 

4284 




213,3 


gUUJ3Jo03 


Homo sapiens 


in/wj protein 


49 OR 


QQ 

yy 


2153 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


4272 


99 


2154 


gi22 164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


4284 


99 


2154 


gi30353863 


Homo sapiens 


NAG protein 


4298 


99 


2154 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


4272 


99 


2155 


£1008367 


Saccharomyces 
cerevisiae 


CPS I 


131 


48 
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2155 


gi3594 


Saccharorayces 
cerevisiae 


carboxypeptidase s 


131 


48 


2155 


gi3596 


Saccharorayces 
cerevisiae 


carboxypeptidase yscS 


131 


jo 
48 


2156 


©11558029 


Homo sapiens 


organic cation transporter 


1876 


100 


2156 


gil8088251 


Homo sapiens 


AAH20565 Similar to hBOIT 
for potent brain type organic 
ion transporter 


1838 


95 


2156 


©9663117 


Homo sapiens 


organic cation transporter 


1868 


99 


2157 


gi21732438 


Homo sapiens 


hypothetical protein 


567 


100 


2157 


gi26330392 


Mus musculus 


unnamed protein product 


486 


85 


2157 


gi26390211 


Mus musculus 


unnamed protein product 


486 


85 


2158 


gi23893591 


Human herpesvirus 4 


BHLF1 early reading frame 


169 


28 


2158 


gi30844300 


Cercopithecme 
herpesvirus 1 


immediate early protein ICP0 


166 


23 


2158 


gi30844317 


Cercopithecine 
herpesvirus 1 


immediate early protein ICP0 


166 


23 | 


2159 


gi27804346 


Homo sapiens 


BRD4-NUT fusion 
oncoprotein 


3773 


99 


2159 


gi31 15204 


Homo sapiens 


HUNKI 


3787 


99 


2159 


g*3 184498 


Homo sapiens 


R31546 1 


3837 


99 


2160 


gil5420832 


Homo sapiens 


AF397394 1 NOE3-3 


535 


96 


2160 


gil5420834 


Homo sapiens 


AF397395_1 NOE3^ 


535 


96 


2160 


gil8490927 


Homo sapiens 


olfactomedin 3 


531 


95 ! 


2161 


gi22209078 


Homo sapiens 


hypothetical protein 
DKFZp566D234 


773 


98 


2161 


gi6330966 


Homo sapiens 


KIAA 1263 protein 


773 


98 i 


2161 


gi6808053 


Homo sapiens 


hypothetical protein 


766 


97 


2162 


gil2654031 


Homo sapiens 


AAH00819 Similar to CG6950 
gene product 


158 


93 


2162 


gi21707106 


Homo sapiens 




120 


56 | 


2162 


gi758591 


Homo sapiens 


gl utamine— phenylpyruvate 
aminotransferase 


120 


56 


2163 


gi21666433 


Mus musculus 


AF404775 1 actin-binding 
LIM protein 1 medium isoform 


302 


54 


2163 


gi2337952 


Homo sapiens 


actin-binding double-zinc- 
finger protein 


303 


54 


2163 


gi30259308 


Mus musculus 


actin-binding LIM protein 2 


498 


79 


2164 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


404 


50 


2164 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


404 


50 


2164 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


404 


50 


2165 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


404 


50 


2165 


gi67l6518 


Mus musculus 


AF1551 doublecortm-like 
kinase 


Af\A 

404 


D\) 


2165 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


404 


50 


2166 


gi 13436035 


Mus musculus 


prostaglandin E synthase 2 


1321 


87 


2166 


gi29179467 


Daniorerio 


Similar to prostaglandin E 
synthase 2 


988 


66 


2166 


gi9280108 


Macaca fascicularis 


membrane-associated 
prostaglandin E synthase-2 


1449 


97 


2167 


gil2805247 


Mus musculus 


Complement component 1, q 
subcomponent, alpha 


955 


70 
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polypeptide 






2167 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha 
polypeptide 


1318 


100 


2167 


* A n/\ a t\ r a 

gi4894854 


Homo sapiens 


AF135157_1 complement Clq 
A chain precursor 


1318 


100 


2168 


gil491621 


Bovine herpesvirus 1 


UL36 


126 


38 


2168 


gi 15 145795 


Sus scrofe 


basic proline-rich protein 


123 


38 


2168 


gi2653311 


Bovine herpesvirus 
type 1.1 (strain 
Cooper) 




126 


38 


2169 


gi21707458 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


2470 


81 


2169 


gi2565046 


Homo sapiens 


CAGF28 


3770 


97 


2169 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


2945 


70 


2170 


gi21707458 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


2470 


81 


2170 


gi2565046 


Homo sapiens 


CAGF28 


3770 


97 


2170 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


2945 


70 


2171 


gi32488718 


Oryza sativa 
(japonica cultivar- 
group) 


OS JNBa0088H09. 1 9 


121 


41 


2172 


gi26353296 


Mus musculus 


unnamed protein product 


711 


76 


2172 


gi28799187 


Homo sapiens 


unnamed protein product 


1463 


98 


2172 


gi30908853 


Homo sapiens 


synleurin 


1463 


98 


2173 


gi 13991 167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


1231 


99 


2173 


gil4625822 


Homo sapiens 


AF282256_1 Siglec-Ll 


1231 


99 


2173 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


1231 


99 


2174 


gil3435476 


Mus musculus 


DNA segment, Chr 10, 
University of California at Los 
Angeles 1 


1206 


91 


2174 


gi28279553 


Danio rerio 


Similar to DNA segment, Chr 
10, University of California at 
Los Angeles 1 


865 


69 


Zl fH 


gizy i44yo3 


Mus musculus 


UNA segment, unr o, cKAl u 
Doi 253, expressed 


OOo 


Of 


Zl fD 


giz/yz*nuz 


_. . 

Mus musculus 


zj luu /jmijklk protein 


QAA 


DO 


2175 


gi29436830 


Mus musculus 


2310075M15Rik protein 


944 


68 


Zl /J 


gioz I55yy 


Homo sapiens 


Arzuu34o_i meianoma- 




en 
of 


2176 


gi27924102 


Mus musculus 


23 10075M1 5Rik protein 


944 


68 


2176 


gi29436830 


Mus musculus 


2310075M15Rik protein 


944 


68 


2176 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2177 


gi27924102 


Mus musculus 


23 10075M15Rik protein 


944 


68 


2177 


gi29436830 


Mus musculus 


23 10075M15Rik protein 


944 


68 


2177 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 


2178 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


220 


56 
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OT7A TTfc 


TTS+ TTk 

JHItJUl 


Species 


Description 


S_j score 


Percentage^ 
Identity 


2178 


gi!872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


220 


51 


2178 


gi8572229 


Homo sapiens 


ubiquitous TPR-motif protein 
Y isoform 


217 


53 


2179 


gi6808611 


Homo sapiens 


AF204231_1 88-kDa Golgi 
protein 


3209 


97 


2179 


gi6969980 


Homo sapiens 


AF1 63441 1 golgino7 


2339 




2179 


©7211438 


Homo sapiens 


AF164622_1 golgin-67 


2321 


97 


2180 


gil5030299 


Mus muscuhis 


protein kinase, cAMP 
dependent regulatory, type I 
beta 


1881 


94 


2180 


gi200365 


Mus musculus 


cAMP-dependent protein 
kinase regulatory subunit 


1886 


94 


2180 


gi307377 


Homo sapiens 


c AMP -dependent protein 
kinase RJ-beta regulatory 
subunit 


1957 


99 


2181 


gi 10945428 


Homo sapiens 


membrane-associated 
guanylate kinase MAGI3 


156 


41 


2181 


gi 12003994 


Homo sapiens 


AF213259 1 membrane- 
associated guanylate kinase- 

\ j , -tL.MiL yiT o 

related MAGI-3 


156 


41 


2181 


gi7650497 


Rattus norvegicus 


AF255614_1 scaffolding 
protein SLIPR 


156 


41 


2182 


gil845577 


Mus musculus 


-lipoxygenase 


2559 


74 


2182 


gi 30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2557 


74 


zloz 






Mus musculus 


-lipoxygenase 


If rn 


*7/1 

/4 


zloo 


gllo4.0/ / 


Mus musculus 


-lipoxygenase 


Zjjy 


1A 


zlo\3 


gl30U47zZ5 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


Zjj 1 


"7 A 
/4 


Zlo3 


cri1/£AC01 7 
gOO^JlMj 


— 

Mus musculus 


-lipoxygenase 


o^^o 




2184 


gil845577 


Mus musculus 


-lipoxygenase 


2559 


74 


Ol 8/1 
Zlo4 


«i3AA/lOO07 
gl3UU4/Zz3 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


oc<o 


/4 


Zlo*f 


gUO*07l.j 


xvius museums 


-lipoxygenase 


o<;co 

Z33y 


OA 


01 RC 
Z loO 




nomo sapiens 


unnameu protein procnicx 


45 1 


so 
o/ 


2185 


gil2853469 


Mus musculus 


unnamed protein product 


395 


62 


^1 CC 


gll5UZ//30 


Homo sapiens 


Arilo3zz_l unknown ; 




Ml 


zloo 


gll4iyozU/ 


Mus musculus 


hypothetical protein ucuubIoJ 


1 coo 


Vo 


71 OA 

zloo 


m 1 aiAi£HY> 


Homo sapiens 




lozo 


1 AA 


zloo 


mOOQ4Q« 

gj /zyjyoj 


Drosophila 
melanogaster 


C*f^AA O "D A 

LAj*WOZ-rA 


<1 c 


/I A 

4U 


01 OO 

ziyz 


jvi'OOOAQAOO 

gizzzuyUoy 


Homo sapiens 


Similar to vesicular inhibitory 
ammo acid transporter 


"3AQ 

3Uo 


yo 


2192 


gi30354125 


Mus musculus 


Viaat protein 


308 


98 


2192 


gi3 1566392 


Homo sapiens 


Vesicular ifihihitnrv am inn nt*iH 

t vulvUiiil llUJll/Jlvl Y Ll. 11 till yj 

transporter 


308 


98 


2193 


gi22507470 


Mus musculus 


AI4 13481 protein 


997 


92 


2193 


gi3097285 


Rattus norvegicus 


ZOG 


481 


48 


2193 


gi802014 


Rattus norvegicus 


preadipocyte factor 1 


481 


48 


2194 


gi 14883 14 


Homo sapiens 


hepatitis delta antigen 
interacting protein A 


442 


49 


2194 


gil8088059 


Mus musculus 


E030025D05Rik protein 


1622 


83 


2194 


gi6624073 


Homo sapiens 


AC007743_1 similar to 
hepatitis delta antigen 


1903 


94 
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interacting protein A 






2195 


gi 14250638 


Homo sapiens 


AAHOo /o3 oimiiar to jjjna 
segment, Chr 17, human 
UoJSj4ii 


looo 


00 

yy 


2195 


gi3941733 


Mus musculus 


AAC82476 BAT4 


1453 


76 


2195 


gi4337106 


Homo sapiens 


A A "P\ 1 OAQ1 T> A TA 

AADloOoZ UA14 


loOD 


yy 


2196 


gi 15277895 


Homo sapiens 


AAH12y3y oimiiarto 
cardiotrophin-like cytokine; 
neurotropnin** 1/ o-ceu 
stimulating factor-3 


lzzo 


lUl) 


Zlyo 


gllo3DOo43 


Homo sapiens 


cardiotrophin-like cytokine 


100/; 

iZZO 


1UO 


11 OiC 

zlyo 


gJOUU /o4J 


Homo sapiens 


neurotrophin- 1/R-cell 
stimulating factor-3 


ioo£ 


inn 


2197 


gil5982236 


Mus musculus 


putative methionyl 
aminopeptidase 


1069 


92 


2197 


gi23306398 


Arabidopsis thaliana 


, putative 


739 


50 


2197 


gi24899771 


Arabidopsis thaliana 


, putative 


TOO 

I5y 


5U 


2198 


gi 13592 175 


Leishmania major 


ACU54izy 1 Ppg9 




Z4 


2198 


gi28828184 


Dictyostelium 
discoideum 


similar to Leishmania major. 
PPS3 


1 OA 

loO 


Ivf 
24 


2198 


gi5420387 


Leishmania major 


proteophosphoglycan 


202 


24 


2199 


gil9387136 


Homo sapiens 


AF479748 1 PYRIN- 

A. * " A TV A Til 1 "1 A_ * 

containing APAFl-like protein 
5 


4151 


91 


2199 


gi21410402 


Mus musculus 


PYRIN-containing APAFl-like 
protein 5 


1191 


54 


2199 


gi28436366 


Homo sapiens 


NALP6 


4151 


91 


2200 


gill32l325 


Homo sapiens 


AF311862 1 Lnwb 


684 


98 


2200 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog 
of mouse LIN-7B; mammalian 

T TXT *7 «ntiM O 

LIN- / protein z 


684 


98 


2200 


gL3ooDo28 


Rattus norvegicus 


lin-7-A 


0/3 


yo 


ZZOl 


gi 1434V \Zo 


Homo sapiens 


aIpha2-glucosyltransferase 


Do/ 




2201 


gi32490259 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBb01l6K07.1 


181 


46 




gl3MJ4M 


Rattus norvegicus 


potassium channel regulator 1 


D4y 


OA 

yo 


iini 
zzvz 


gll 


Homo sapiens 


AArlU43o3 


o/;oi 

Z0V3 


ion 


2202 


gi35768 


Homo sapiens 


polypirimidine tract binding 
protein 


2693 


100 


2202 


gi35774 


Homo sapiens 




2693 


100 


llfTO 

ZzUJ 


gfZljZZ/ to 


Homo sapiens 


unnamed protein product 




no 

yo 


2203 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 0 


2982 


98 


ZZUJ 


glO/JZOJO 


. 

Homo sapiens 


Arl5oUo4_l epidermal growth 

ldlAUl repeal UUllULUiu Jg JJI UUC111 




00 
yo 


2204 


gi21522776 


Homo sapiens 


unnamed protein product 


2998 


98 


2204 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


2982 | 


98 


2204 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


2984 


98 


2205 


gil 1385648 


Homo sapiens 


AF273045J CTCL tumor 
antigen sel4-3 


3622 


95 


2205 


gil7980969 


Homo sapiens 


AF454056_1 sel4-3r protein 


3858 


95 


2205 


gi29165763 


Mus musculus ! 


3632413B07Rik protein 


3261 


75 
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If it m 


opeues 


i/escnjiuuii 


o score 


Pawl art t Vk fTD 

Identity 


9906 


pi1 HRSfidfl 

^11 l JOJLrrO 


nuniu bopiciio 


AF971045 1 fTPL tumor 

onfiopn cpl A "< 


^699 


o< 
^j 


9906 


tn"179R0969 


HniYin com one 
XIOIJIU oapiciio 


AF4<?40Sfi 1 «M»14-3r nrotein 


^RSR 
jojo 


95 
yj 


2206 


gi29165763 


Mus musculus 


3632413B07Rik protein 


3261 


75 


ZZU / 


gil lJOJO«KS 


Homo sapiens 


AP771ft4*i 1 fTPT tirmrtr 

A-TZ / ju*tj 1 \^ i tL iiimor 

ontimm hq 1 A *. 

auugen bcit-j 


jOZZ 


2?J 


9707 


tril 79R0969 


nuHIO odpiCDa 


/\JT*tJ*tUJU 1 aClT*Jl JJIULC.U1 


JOJO 


OS 

7J 


2207 


gi29165763 


Mus musculus 


3632413B07Rik protein 


3261 


75 


2208 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
an u gen sei*+-j 


3622 


95 


77ftR 

ZZVo 


<ri 1 7QRftQ£Q 

gii /youyoy 


— . 

Homo sapiens 


A IMS Aft SA 1 cp1/L1rnrnipin 

Ar*tj*fUjO_i sei*ror proiein 


JOJO 


yj 


770R 
ZZUo 


cri9Q1£<k7£1 
gIZy lOJ /OJ 


xvi us mus cuius 


j 0 jz*t 1 jdu / rvix protein 


17^1 
JZOl 


7^ 
/J 


zzuy 


gll*m*K3Zl 1 


Homo sapiens 


AAriu/jy4 aimuar to KiKJifN 
curifx '•-yj iHz.orKM- gene 




07 


2209 


gi21 750866 


Homo sapiens 


unnamed protein product 


975 


97 


ooaa 


#¥iO<Tft^ 0OO*7 

gizjujoyy/ 


Mus musculus 


111 AftAQXTI 0T>ilr ra*/\4-oiv\ 

1 x iuuujin iZKiK protem 


041 


oZ 


ZZIO 


gilyio/l jo 


Homo sapiens 


Ar4/y74o_i r YKUN- 
containing APAFl-like protein 

c 

J 


30 /o 


1 AA 
1UU 


OOI ft 
ZZ1U 


rtioftocft^ 

glZUZoUO 


Rattus norvegicus 


vasopressin receptor 


o<o 
yoy 


O/ 


2210 


gi28436366 


Homo sapiens 


NALP6 


3078 


100 _j 


2211 


gi 13 157560 


Homo sapiens 




2246 


99 


2211 


gllo 147612 


Homo sapiens 


metal 1 opr otease disintegrin 


2246 


99 


2211 


TO 1 AADAOA 

gi2 1 908030 


Homo sapiens - 


a disintegrin and 
metalloprotease domain 33 


2230 


98 


ZZ1Z 


gj 1 jjyz 1 0 


— - — — - : : 

Leishmania major 


AC0o43Zy_l ppg5 


lo3 


34 


ZZIZ 


glijl4joUj 


Chlamydomonas 
reinnaratii 


hydroxyproLne-rich 
glycoprotein v&r^ 


1 <ft 

IjU 


zo 


9919 

ZZIZ 


oi<;A901R7 

glJHZUJO f 


i^eisnmania major 


proieopn ospnogi yean 


1 S7 
1 J / 


17 
JZ 


9911 
ZZ1J 


oil <AOftR70 

giij^zuo/y 


Mus musculus 


Ar^ycy / i_i anjcynn repeax- 
conuunmg oulo doa protein 
10 


ll/oo 


R1 
OJ 


2213 


gil8031949 


Mus musculus 


SOCS box protein ASB-18 


808 


44 


2213 


pi 18099900 


Hrtmrt cjonipnc 
1 lvJiiiL/ oiajLiiciJo 


AP417990 1 A^R-lft 




01 


2214 


gi32707 




unci lauii^Jiucga. i 


J J 1 


SI 
J 1 


2214 


pn86R00 


Hrvmn o^nifnc 




JJT 


J 1 


2214 


pi 49 1984 


D j UllldJO l>fJilolI III* I 




OuO 


yy 


2215 


gi6841550 


Homo sapiens 


AF161513 1 HSPC164 


1594 


99 


991 S 

A£ 1 J 


piTtRAisfio 


flUiDU SKipidlS 


atioijio_i riorv-ioy 


lOlr* 


1 Oft 
IvU 


2215 




X1UU1U wKipiCIlb 




lOl/l 


00 

yy 


2216 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


408 


79 


99 1£ ! 
ZZ ID 


oil 9777 Aft 
gl i O / ZZUU 


Homo sapiens 


alternatively spliced product 
using exon idj\ 


jjZ 


1A 

/4 


2216 




t-Trvm r\ cant Anc 
ITUIIIU oapiCUo 


uimaincu prutcin prouuui 


jyo 


7/\ 


2217 


gi22658418 


Mus musculus 


cDNA sequence BC030934 


365 


71 


2217 


gi28838433 


Homo sapiens 


DKFZp762A2013 protein 


443 


87 


2217 


gi30842594 


Homo sapiens 


putative sulfhydryl oxidase 
precursor 


360 


74 


2218 


gil2958660 


Homo sapiens 


AF321918_1 acid phosphatase 


573 


89 


2218 


gil2958663 


Homo sapiens 


AF321918__4 acid phosphatase 
variant 3 


573 


89 


2218 


gi202934 


Rattus norvegicus 




207 


43 


2219 


gil5866260 


Homo sapiens 


AF411132 1 MREP2 


2479 


97 


2219 ! 


gi29476839 


Homo sapiens 


Similar to centaurin, gamma 2 


2124 


98 
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opecies 


1/vflVl 111 UUU 


S score 


Percentage 
Identity 


97 10 
Z21V 




nomo oiipivllo 


MRIP2 nrotein 


2466 


97 


LLlSd 


gl 1 JOOOZOU 


U/^mr\ com one 


AF411132 1 MRIP2 

F\X "111 <Jtm * 1111X1* ^» 


2479 


97 


977A 

zzzu 




nUIIlU bOfJlCIio 


Sinrilsrr tn centaurin. pamtna 2 


2124 


98 






noiiiu SapiCU» 


MRTP2 nrotein 


2466 


97 


2221 


gil5866260 


Homo sapiens 


AF411132J MRJP2 


2479 


97 


2221 


gi2y4/oo3y 


Homo sapiens 


OJIlllldr lO UCI1 UtlU ill, jylllllllQ A 






ZZZl 


gl3U3JHJjO 


Homo sapiens 




2466 


97 


2222 


gllOoOOZoU 


Homo sapiens 


AF411117 1 MRTP? 


2479 


97 


2222 j 


m7£M7£Q10 

gl2y4 /Oo3y 


nomo sapiens 


JUIUloT Ul ^dliclUilily {yalLLLLKl 


2124 


98 


£/.£/. 


gl3U3j4jDO 


Homo sapiens 




2466 


97 


2223 


gllo41 /02 


Macaca fksciculans 


ici iiun aipna-i lsoioxm 


UJJ 


OJ 


2223 


gl2o32UV2 


Pongo pygmaeus 


icimui aipna protein 


74S 


94 


2223 


gl2o3jy44 


Papio anubis 


iciuun aipna-i 


UU 1 


8S 


2224 


gil7887359 


Oryctolagus 
cuniculus 


lipophilin AL2 


248 


54 


2224 


gl4 107229 


Homo sapiens 


_ _ — _ 

lipophilin A 




100 


2224 


gi4 107231 


Homo sapiens 


lipophilin B 




Uv 


2225 


gil80251 


Homo sapiens 


precerebellin 


183 


48 | 


2225 


- r\ m AAA/' 

gi6942096 


Mus musculus 


nni XT'} 


A70 
4/Z 


on 


2225 


gi6942098 


Mus musculus 


AF2 18380 1 CBLN3 


472 


90 


2226 


gil8255724 


Mus musculus 


LOC215928 protein 


131 


28 


2226 


gi21750370 


Homo sapiens 


unnamed protein product 


917 


85 


2226 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 | 


2227 


gi 18255724 


Mus musculus 


LOC215928 protein 


131 


28 


2227 


gi21750370 


Homo sapiens 


unnamed protein product 


917 


85 


2227 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 


2228 


gi5726236 


multiple sclerosis 
associated retrovirus 
element 


gag polyprotein 


173 


53 


2228 


gi5726238 


multiple sclerosis 
associated retrovirus 
element 


AF123ool_l gag polyprotein | 


1 <i 

103 


^7 


2228 


g)o2 /24o4 


Homo sapiens 


PiV i3oyoi_i gag 


101 




2229 


gil2964746 


Mus musculus 


AF316612_1 neuronal 
pentraxin receptor 


2225 


88 


Z22y 


m"77^77/C7 


— — : 

Rattus norvegicus 


noitrrvnol nAnfravin nw'Pnfnr 

neuronal pcnuaAiii icccptui 


2250 


88 


222^ 


—j/i 1/rrv-i at 


Homo sapiens 




2559 


99 


223U 




ivius muscuius 




1520 


95 


Z23U 


gl4/0U/oZ 


Mus musculus 


Ten-m4 


1520 


95 


223 U 


mQono< 1 7 
giyyuyoi / 


Gallus gallus 


icneunn-H 




89 


07^7 
2232 


iri 1 A 17/1 007 

gix4i24yy3 


Homo sapiens 




TV} 


81 
OJ 


2232 


gl3U/U4o3y 


Mus musculus 


4yjUj j jrz*tKiJv protein 


71ft 


74 


2232 


pi7716100 


Rattus nnrvpflini<5 

IWUUO UU1 Twgl\fUJ 


AF226993 1 selective LIM 
binding factor 


213 


76 


2233 


gi20987535 


Mus musculus 


Mcoln2 protein 


804 


92 


2233 


gi24417793 


Mus musculus 


mucolipin 2 


804 


92 


2233 


gi24417795 


Homo sapiens 


mucolipin 2 


857 


99 


2234 


gi20987535 


Mus musculus 


Mcoln2 protein 


804 


92 


2234 


gi24417793 


Mus musculus 


mucolipin 2 


804 


92 


2234 


gi24417795 


Homo sapiens 


mucolipin 2 


857 


99 


2235 


gi22477432 


Homo sapiens 


DKFZP762N2316 protein 


1002 


100 


2235 


gi27370669 


Homo sapiens 


Similar to REl-silencing 


159 


36 
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aMin^ ml* 


Hit m 


Species 


uescnpuon 


S_jscore 


P e r cen t age_ 
lacnuiy 








f r^n c rri t^fi r\T\ 'fttffnr 






99^5 


gI*tUJUZU 


mUS IDUSCUiUo 


cn-z/iacZi iusion pruucui 


jjV 


oo 

yz i 


99^R 


ail IQQftlOfi 
gi i i^yuizo 


v^ameius 
uromeaanus 


cnymosin 


zy4 


OJ 


99"*R 


cri4Q1 059 


ayilUlCUC uUDbllUUt 


prtjjji ocnymob ui 


OOl 

zy i 


R** 


99^R 


oi7ftnR095 


IxdillUlilX Jaut*£lUo 


nrrvK um /torn 

procuymosin 


Jl*f 


01 


2239 


(H97^SfiQ'M 

J^lZ. / JJU7J*T 


Hntnn com one 

xxuiiiU d<ipicru> 


CJUiaCGlllUai oUllOMtoC OULiT-Z 




1 AA 
L\rJ 


2239 


^IZ. / JJU7JO 


Xyfiic tmicf^iilttc 
IVllio IIlUodiiLtb 


PYtrnrflliilnr cnlftitaQP *\T IT 17-0 


400 


on 


99 V) 


oiOQI/tf R4S 


TVAiie tnnc/^iiliK! 

iviLta muscuiub 


Pvt«ir»f»nii1crr ciiVfataCf* TT T? 1 
EAuaCCUUlcU bLUldutoC aULT-l 


j JO 


7fl 


2240 


gi27124671 


Homo sapiens 


Zn-carboxypeptidase 


877 


96 


994A 


gizyouu /Z 


Homo sapiens 


procarooxypepuuase u 


45 <$ 




2240 


gi32880163 


Homo sapiens 




487 


55 


OO/ll 

ZZ41 


glZ / 1 Z40 / i 


Homo sapiens 


Zn-carboxypepti dase 


877 


96 


2241 


gi2960072 


Homo sapiens 


procarboxypeptidase B 


488 


55 


ZZ41 


gi328o0163 


Homo sapiens 




487 


55 


ZZ4Z 


mil CAC*7t\C 

gl 1 154j 703 


Homo sapiens 


ISCU1 


663 


99 


2242 


gl 11545707 


Homo sapiens 


ISCU2 


845 


100 


2242 


gi20381021 


Mus musculus 


Nifu-pending protein 


807 


96 


2243 


gi 175 12406 


Mus musculus 


differential display and 
activated by p53 


188 


52 


2243 


gi25166615 


Homo sapiens 


AF2 23000 1 DDA3-like 
protein 


427 


56 


2243 


gl25 166621 


Homo sapiens 


AF322891_1 DDA3-like 
protein 


427 


56 


Zz44 


- 1 C AAA/1 OA 

gJl39y(J4oO 


. 

Homo sapiens 


-binding protein 2 


1200 


99 


OO/M 

ZZ44 


giziyoizi / 


Homo sapiens 


-binding protein 2 


1200 


99 


00>M 

ZZ44 


gizZZlJODO 


Mus musculus 


B2303 1 3N05Rik protem ! 


1189 


97 


OO/K 

ZZ4D 


glZU40jo 


Rattus norvegicus 


extracellular signal-related 
kinase 3 


1497 


62 


ZZ43 


glZjy03 


Homo sapiens 


63kDa protein kinase 


2886 


98 


ZZ4j 


rrlOOOQOI 01 

glZ/5oZlZ3 


Danio rerio 


Similar to mitogen-activated 
protein kinase 4 


1670 


61 


ZZ40 


friOAAl T71 1 
gLZ44 1 / / 1 1 


Homo sapiens 


nesprin-2 


354 


100 


994fi 


cnOR1QS£7Q 


Homo sapiens 


nespnn-2 alpha 2 


3->4 




9046 
ZZtO 


glZol500oi 


Homo sapiens 


nesprin-2 beta 2 


354 


1 AA 
100 


904R 


gl 17JJJIJJ 


Mus musculus 


L/lQ-llKe 


joU 


OA 

so 


2248 


gi26996600 


Mus musculus 


Similar to C I q-like 


692 


96 


0048 
ZZ *fo 


frilOAfilOOO 

gL>Z4UlZZ/ 


Homo sapiens 


Ar>ZjJ 1 j_1 ClCr-domam 
containing protein 


711 


99 


2249 


gi 1471 8648 


Homo sapiens 


allantoicase 


967 


99 


004Q 


gizuyo /ooy 


Homo sapiens 


Similar to allantoicase 


lloz 


AA 

yy 


9940 


mOOSSRRQ 


ivius muscuius 


Arz /o / iz l allantoicase 


yjz 


/o 


9950 


ml S/il7141 
glUOl / 


rtomo sapiens 


LAG- 3 protein precursor 


z/yo 


AA 


99 SO 


oi^ORSI 1R7 


rioiuo sapiens 


LAG3 protein 




AA 

yy 


2250 


gi579596 


Homo sapiens 


lvmnhocvte nrotein 


2634 


98 


2251 


gil3810285 


Rattus norvegicus 


guanine nucleotide 
release/exchange factor 


5807 


91 


2251 


gi2522208 


Homo sapiens 


Ras-GRF2 


6407 


99 


2251 


gi5882290 


Homo sapiens 


Ras guanine nucleotide 
exchange tactor 2 


6401 


99 


2252 


gi22038159 


Homo sapiens 


AF527605 1 ziziminl 


7984 


100 


2252 


gi28374168 


Mus musculus 


AA959601 protein 


7520 


93 


2252 


gi31419757 


Mus musculus 


AA959601 protein 


7520 


93 


2253 


gi 10433672 


Homo sapiens 


unnamed protein product 


1325 


89 
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2253 


gi 19263505 


Homo sapiens 


hypothetical protein ru lzz4Z 


1 3 ZD 


on 
oy 


2253 


gl23272394 


Homo sapiens 


KCTD2 protein 


116 


£.1 
0/ 


2254 


gil4041697 


Homo sapiens 




3330 


94 


2254 


gi21594273 


Homo sapiens 




3371 


95 


2254 


gi25303955 


Homo sapiens 




3371 


95 


2255 


gil438532 


Rattus norvegicus 


rAl 


393 


51 


2255 


gil438534 


Rattus norvegicus 


rA9 


857 


70 


2255 


gi9438033 


Homo sapiens 


AF254411_1 ser/arg-rich pre- 
mRNA splicing factor SR-A1 


386 


51 


2256 


gi!438532 


Rattus norvegicus 


rAl 


393 


51 


2256 


gil438534 


Rattus norvegicus 


rA9 


857 


70 


2256 


gi9438033 


Homo sapiens 


AF254411__1 ser/arg-rich pre- 
mRNA splicing factor SR-A1 


386 


51 


2257 


gil872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


58 


2257 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2257 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2258 


gil2652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


225& 


gj26453336 


Homo sapiens 


FIGC1 


1983 


99 


2258 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


2259 


gi27695389 


Mus musculus 


MGC58017 protein 


1050 


97 


2259 , 


gi28558964 


Human herpesvirus 4 
type 2 


nuclear antigen-3B 


138 


28 


2259 


gi30481648 


Homo sapiens 




660 


55 


2260 


gill 119239 


Rattus norvegicus 


AF3 13453 1 synaptotagmin 13 


792 


86 


2260 


gil4210274 


Rattus norvegicus 


AF375466_1 synaptotagmin 13 


792 


86 


2260 


gi21410154 


Mus musculus 


synaptotagmin 13 


779 


84 


2261 


gil 1342591 


Mus musculus 


RanBP7/importin 7 


5301 


97 


2261 


gi32330683 


Mus musculus 


importin 7 


5313 ! 


97 


2261 


gi3 800881 


Homo sapiens 


RanBP7/importin 7 


5333 


98 


2262 


gil7939650 


Homo sapiens 


AAH19302 hypothetical 
protein FIJI 2525 


3660 


97 


2262 


gil8676522 


Homo sapiens 


FLJ00158 protein 


1599 


100 


2262 


gi27462078 


Homo sapiens 


AF1 16730 1 MSTP060 


3629 


94 


2263 


gi28981429 


Mus musculus 


Ddefl protein 


879 


94 


2263 


gi4063614 


Mus musculus 


ADP-ribosylation factor- 
directed GTPase activating 
protein isoform a 


879 


94 


2263 


gi4406393 


Bos taurus 


differentiation enhancing factor 
1 


876 


94 


2264 


gi59500 


Human herpesvirus 1 


RL2 


139 


37 


2204 


«cftcc7 
gDSOD / 


Human herpesvirus 1 


immediate early protein 


tin 
139 


37 


2264 


gi59833 


Human herpesvirus 1 


reuo 


139 


37 


2265 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2265 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2265 


gi9280405 


Homo sapiens 


AF245505J adlican 


1462 


46 


2266 


gi 15 145797 


Sus scrofa 


basic proline-rich protein 


178 


25 


2266 


gi27348769 


Bradyrhizobium 
japonicum USDA 
110 


blr0521 


191 


29 


2266 


gi30844278 


Cercopithecme 


very large tegument protein 


178 


25 
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CPA TTJ 


nit m 

JUL 1-Lr 

L_ 


Species 


cocnpuuii 


S_jscore 


Trlpntitv 

All CllUlY 






UCl|JCoVll lU 1 








ootn 

ZZU I 


oi9174RQJtt 


nomo sapiens 


iinn am ort nrntf^in nmHll^t 
UXllJAUJCU pi U twill plUULU>L 


19R 

1ZO 


UJ 


ZZU 1 




nomo sapiens 


J3~ wCll gTOWUl lUkflvl 


190 


71 


99fiR 

ZZOO 


oi9 1 7ARQR1 


Homo sapiens 


uniiaiTieu pruicm piuuuwi 


19R 

IZo 


OJ 


99fiR 
zzoo 


gl j ZZ I*tj 


nomo sapiens 


D"4XH grOWUl iaLaUl 


190 

izy 


71 


2269 


gil3529248 


Homo sapiens 


Centrin 3 


842 


100 


zzoy 


glJlDoZZlD 


Homo sapiens 




QAO 
O^Z 


1 AO 
IUU 


70#xO 
ZZOy 


gUUJo*rOOI 


synthetic construct 




RAO 
OHZ 


1 AA 
IUU 


OO 7 A 
ZZ/U 


gl j I^jjZjO 


Homo sapiens 


irvL/\vjrijj iuj l i proiein 


zzoy 


Ol 
yi 


Zz/U 


guz^yzyu / 


Homo sapiens 


selenoprotein O 


zzDy 


Ol 

yi 


ZZ/U 


glOD /ZZJU 


Homo sapiens 




1 /Oo 


OR 

ys 


zz/ 1 


mil 

gl j I'IOjZjO 


Homo sapiens 


iiMAOtUD i u d i / proiein 


zzjy 


01 


2271 


gi32492907 


Homo sapiens 


selenoprotein O 


2259 


91 


ZZ/1 


glDD /ZzJU 


Homo sapiens 




1 /DO 


yo 


2272 


gi21928729 


Homo sapiens 


seven transmembrane helix 
receptor 


661 


99 


2272 


gi6693701 


Homo sapiens 


AF147788_1 melanopsin 


661 


99 


2272 


gi 6693703 


Mus musculus 


AF147789_1 melanopsm 


529 


83 


2273 


gi20072741 


Mus musculus 


E430025L02Rik protein 


538 


81 


2273 


gi2104856 


Rattus norvegicus 


platelet glycoprotein V 


143 


41 


2273 


gi439296 


Homo sapiens 


garp 


166 


43 


2274 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA 
synthetase 


727 


97 


2274 


gi 15706421 


Homo sapiens 


middle-chain acyl-CoA 
synthetase 1 


727 


97 


2274 


gi5019275 


Bostaurus 


xenobi oti c/m edi um-chain fatty 
acid:CoA ligase form XL-IE 


529 


70 


2275 


gil5077826 


Homo sapiens 


AF394782J rap guanine 
nucleotide exchange factor 


2149 


100 


2275 


gi20386206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


2149 


100 


2275 


gi6650766 


Homo sapiens 


AF117947J PDZ domain- 
containing guanine nucleotide 
exchange factor I 


2149 


100 


2276 


gi 15077826 


Homo sapiens 


AF394782_1 rap guanine 
nucleotide exchange factor 


2149 


100 


2276 


gi20386206 


Homo sapiens 


AF478567_1 PDZdomara- 
containing guanine nucleotide 
exenange tact or r jJZrUcrz 


2149 


100 


zz /o 


gJOOJU/OO 


— ; 

Homo sapiens 


Ar 1 1 /y4 /_! r UZ. domain- 
contaimng guanine nucleotide 

CAvluulgC lawllA 1 




1 AA 
IUU 


2277 


gil3592175 


Leishmania major 


AC084329_1 ppg3 | 


165 


29 


2277 


gi5420387 


Leishmania major 


Drot eoo h osnhopl vcan 


163 


26 


2277 


gi5420389 


Leishmania major 


proteoph osphoglycan 


151 I 


30 


2278 


gil8676788 


Homo sapiens 


unnamed protein product 


875 


88 


2278 


gi2l779866 


Mus musculus 


AF458068 1 II^17RE 


234 


38 


2278 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


875 


88 


2279 


gi 18676788 


Homo sapiens 


unnamed protein product 


875 


88 


2279 


gi21779866 


Mus musculus 


AF458068 1 IH7RE 


234 


38 


2279 


gi21779869 


Homo sapiens 


AF458069 1 II^17RE 


875 


88 


2280 


gi 14 150450 


Rattus norvegicus 


AF241241_l UDP- 
GalNAcrpolypeptide N- 


197 


85 
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acetyl gal actosaminyltransferase 
T9 






2280 


gi25 809274 


Homo sapiens 


polypeptide N- 

acetylgal actosami n yl transferase 


219 


yl 


zz su 


gizozooo/o 


Homo sapiens 


u L)r-N-acetyi-aipna-i>- 
gaiactosanunerpoiypepuae rv- 
aceiyigaiaCiosanunyiuanbiciabe 
10 


71 O 

Zly 


07 

yl 


2281 


gil7384577 


Escherichia coli 


orfll76 


1087 


99 j 


77C1 
ZZol 


gLZoOZ5o*to 


Escherichia coli 




10R7 

luO / 


GO 


2281 


gi42431 


Escherichia coli 




1087 


99 ! 


2282 


©1377895 


Homo sapiens 


OB-cadherin-2 


540 


51 


2282 


gi30l71995 


Homo sapiens 


cadnenn-24 


AAA 

990 


1 AA 


2282 


©30171998 


Homo sapiens 


cadherin-24 variant 


990 


100 


2283 


gil377895 


Homo sapiens 


OB-cadherin-2 


540 


51 


2283 


gi30l7l995 


Homo sapiens 


cadherin-24 


990 


100 


2283 


gi30l7l998 


Homo sapiens 


cadherin-24 variant 


990 


100 


2284 


gi 1398903 


Mus musculus 


Ca2+ dependent activator 
protein for secretion 


1303 


89 


2284 


gi21541504 


Homo sapiens 


AF458662_1 calcium- 
dependent activator protein for 
secretion protein 


1185 


83 


2284 


gi577428 


Rattus norvegjcus 


Ca24-dependent activator 
protein; calcium-dependent 
actin-binding protein 


1247 


85 


2285 


gil 1071729 


Homo sapiens 


putative dipeptidase 


526 


100 


2285 


gill 125344 


Homo sapiens 


putative metallopeptidase 


263 


58 


2285 


gj32490515 


Mus musculus 


putative membrane-bound 
dipeptidase-3 


245 


55 


2286 


gi 11493652 


Homo sapiens 


AF200708_1 calcium channel 
blocker resistance protein 

ppnn i 

LttJKl 


2168 


100 


2286 


gi 13924720 


Homo sapiens 


AF252872_1 cystine/glutamate 
transporter xCT 


2168 


100 


ZZoO 


oil SftR71^9 


— : 

Homo sapiens 


A A T-Tl 7H87 mpmKpr 1 1 

/v/vri i zuo / mciuDer 1 1 


Z lOO 


1 Afk 


OO R7 
ZZO / 


gl 1 /UZOJno 


xiuiiio sapiens 


ujsj'Zjx joovji.> i / protein 


11 A R 


ion 

1UU 


2287 


gi20987924 


Mus musculus 


24l0004L15Rik protein 


3473 


92 


77R7 

zzo / 


gizyoiZ43D 


Mus musculus 


OA 1 AAA/tT 1 CD Jb- r\fs\+ain 

Z4 1 UUU4L i dklk protein 


joiy 


yz 


07 BR 

ZZOO 


oi 1 0^7QR7 
gl 1 yjjZ70 / 


Homo sapiens 


oirnuar to jviaauh oj protein \ 


ozoo 


07 

y i 


77RR 


oi7RR7d.^7 
glZOO /HD 1 


numu bd.picno 


VIA AftA^ 


OHIO 


OR 


77RR 

ZZOO 


giji'noiyfo 


Mus musculus 




HUIO 




70 RQ 

ZZ07 


rriOAAAl 7A7 

glZ*W01 /u / 


ivius muse ui us 


kj Ar-reiaiea interacting paimer 

to P19 


/OO 


RR 

OO 


2289 


gi26334941 


Mus musculus 


unnamed protein product 


783 


89 


2289 


gi4240257 


Homo sapiens 


KIAA0884 protein 


725 


75 


2290 


gi20269957 


Sus scrofa 


AF498759_1 phospholipase C 
delta 4 


166 


96 


2290 


gi21307610 


Mus musculus 


phospholipase C delta 4 


158 


90 | 


2290 j 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


151 


84 


2291 


gjl2839717 


Mus musculus 


unnamed protein product 


238 | 


62 


2291 


gi 16552885 


Homo sapiens 


unnamed protein product 


382 


92 


2291 


gi26327387 


Mus musculus 


unnamed protein product 


238 


62 


2292 


gil8480186 


Mus musculus 


olfactory receptor MOR261-6 


1330 


81 
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2292 


gi32052343 


Mus musculus 


olfactory receptor 
GA_x6K02 i2r3i£y-4Jo4160- 
4383225 


1330 


81 


2292 


• m orvr\ i 

gi9368991 


Homo sapiens 




1397 


oo 
yy 


2293 


gi29791964 


Homo sapiens 


— — 

Thrombospondin 4 


2097 


1 AA 


2293 


gi3 11626 


Homo sapiens 


thrombospondin-4 


2090 


nn 
yy 


2293 


gi4895079 


Mus musculus 


thrombospondin 4 


2047 


96 


2294 


gi24460119 


Mus musculus 


AF327451_1 JNK-associated 
leucine-zipper protein 


6108 


95 


2294 


gi24460121 


Homo sapiens 


AF327452J JNK-associated 
leucine-zipper protein 


6282 


98 


2294 


gi3116015 


Homo sapiens 


sperm specific protein 


3848 


100 


2295 


gi21654741 


Homo sapiens 


peptide/histidine transporter 


2861 


100 


2295 


gi2208839 


Rattus norvegicus 


peptide/histidine transporter 


2484 


87 


2295 


gi33126130 


Homo sapiens 


peptide/histidine transporter 


2826 


99 


2296 


gil9353264 


Homo sapiens 


Similar to dishevelled 
associated activator of 
morphogenesis 2 


193 


34 


2296 


gi2224703 


Homo sapiens 


KIAA0381 


291 


50 


2296 


gi30268369 


Homo sapiens 


hypothetical protein 


291 J 


50 


2297 


gi22760046 


Homo sapiens 


unnamed protein product 


918 


95 


2297 


gi27769120 


Homo sapiens 


Similar to hypothetical protein 
FU30921 


918 


95 


2297 


gi33417243 


Mus musculus 


B230312I18Rik protein 


621 


62 


2298 


gi 12655913 


Homo sapiens 


AF227516 1 sprouty-4A 


494 


97 


2298 


gil2655915 


Homo sapiens 


AF227517 1 sprouty-4C 


413 


100 


2298 


gi29747900 


Mus musculus 


Sprouty homolog 4 


347 


83 


2299 


gi29692498 


Mus musculus 


N AAG-pepti dase II 


3438 


87 


2299 


gi3211746 


Sus scrofa 


folylpol y-gamma-gl utamate 
carboxypeptidase 


2813 


70 


2299 


gi4539525 


Homo sapiens 


NAALADase II protein 


3872 


99 


2300 


gi2 1750009 


Homo sapiens 


unnamed protein product 


501 


100 


2300 


gi23 092685 


Drosophila 
melanogaster 


CG7020-PA 


150 


76 


2300 


gi235 12248 


Homo sapiens 


Similar to DISCO Interacting 
Protein 2 


238 


56 


2301 


gi21410507 


Mus musculus 


Plxnb2 protein 


465 


75 


2301 


gi6010211 


Homo sapiens 


semaphorin receptor 


225 


47 


2301 


gi9885259 


Homo sapiens 


AF149019_1 plexm-B3 


228 


47 


2302 


gill 692802 


Homo sapiens 


AF320294 1 ABCG8 


287 


88 


2302 


*4 r AHf>f A f\ 

gi 15088540 


Homo sapiens 


AF324494 1 sterolin-2 


287 


88 


2302 


gjl5146444 


Homo sapiens 


AF351824 1 sterol in-2 


287 


88 


2303 


gi 12652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


t A A 

100 




glZ04DJJaO 


Homo sapiens 






oo 

yy 


2303 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


2305 


gi24430369 


Mus musculus 


MMAC8 


280 


47 


2305 


gi3 1338848 


Mus musculus 


MAIR-Ia 


285 


46 


2305 


gi3 1338850 


Mus musculus 


MAIR-Ib 


280 


47 


2306 


gi31414326 


Homo sapiens 


MHC class I antigen 


1941 


99 


2306 


gi33187148 


Homo sapiens 


HLA-A2 


1941 


99 


2306 


gi403144 


Homo sapiens 


MHC class I lymphocyte 
antigen 


1941 


99 
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2307 


giz 1 6672 14 


Homo sapiens 


AF4657o7_l 
bactericidal/permeability- 
increasing protein-like 3 


743 


OA 

90 


2307 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2307 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2308 


giz 16672 14 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2308 J 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2308 


gi57732 


Rattus rattus 


potential bgand-binding 
protein 


231 


32 


oiaa 
Z309 


giz 16672 14 


Homo sapiens 


Ar46j/o/_l 
bactericidal/permeability- 
increasing protein-like 3 


743 


OA 

90 




gj3z4yUj39 


Homo sapiens 


KYzvjj 


1 A1 

191 


z9 


z3uy 


gl J / /3z 


HfiUufi — 

Kattus rattus 


potential ligand-binding 
protein 


oi 1 
z31 


OO 

3z 


2310 


gi21667214 


Homo sapiens 


AF465767J 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2310 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2310 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2311 


gi 13529 158 


Homo sapiens ! 


A A T I f\ C% Af\ 

AAH05349 


1137 


99 


z31I 


»0(Kt A 

gl5zy514 


bus scrota 


neuronal endocrine protein 


1 ATO 

1073 


94 


ooi i 
z3l 1 


gi / / 1 oo / y 


Homo sapiens 


neuroendocrine protein 7B2 


i i on 


OA 

99 


ono 

zJ Iz 


glljl/zyyUJ 


Mus musculus 


Similar to proline-rich protein 
BstNI subfamily 2 j 


1 /J 


31 


ZJ IZ 


gl3 1 /40D J J 


Caenorfaabditis 
elegans 


Collagen protein 5 1 


171 
I /i 


3D 


Olio 
ZJ 1Z 


fri37/CQfiA.3'7 

gUZoyoUJ / 


Caenorhabditis 
eiegans 




1 HA 


oi 
33 


ZJ I J 


trilled'* 081 


ivius museums 


n 1 m 1/1 in fZ 

ciauain o 


877 
SZZ 


7ft 
/U 


7313 

£J IJ 




T-I rvrv*r\ rantono 

nuuiu aopicnb 


CLduum-y proicui 


1 1 1 (\ 
V 1 IO 


1 Aft 


7313 


fri437S70fi 


ivius muscuius 


claudin-9 


i ms 


0<\ 

y » 


7314 
ZJ it 


gUOO/OOJo 


Homo sapiens 


ruuuzio protein 


*74 
3 /t 


O^ 

yD 


ZJ it 


git jo toy j 


ivatius norvegicus 


j\r\j / z.j\jy_i giuuunaie 
receptor interacting protein 2 


OO/ 


o*f 


7314 




luttiua iiorvegiuub 


fH i lira nr* oil* T , cv*orvf ^vt - i ntom r»4-i-r* rr 

^jiiLdJiidLc retytjpLur lnicrauung 
•nrrvtptn 7 


/C/C7 
OO/ 


OA 


2315 


01*73406447 


T? of+i ic n f\r\ff*<ri r* i i c 
mttUla lll/I VctltUo 


Uldavl Cir 1 


7RrY7 

ZOl// 


Qa 


2315 




T^Atmn m tm f*n c 


Uloal/l CU— 1 


7RnS 




2315 




Hnmn qsitiiptiq 
nuuiu Mpiciio 


AF761547 1 Hiqflhlpd-1 


2842 




2316 


gil6877456 


Homo sapiens 


AAH16974 


493 


100 


2316 


gi20810324 


Homo sapiens 




493 


100 


2316 


gi26351033 


Mus musculus 


unnamed protein product 


444 


91 


2317 


gil5430703 


Homo sapiens 


AF362953_1 testis specific 
serine/threonine kinase 2 


1854 


99 


2317 


gi2738898 


Mus musculus 


protein kinase 


1684 


89 


2317 


gi33590489 


Rattus norvegicus 


serine/threonine kinase 22B 


1755 


92 


2318 


gil2963879 


Homo sapiens 


prostaglandin D synthase 


998 


100 


2318 


gil3543568 


Homo sapiens 


PTGDS protein 


998 


100 


2318 


gil89772 


Homo sapiens 


prostaglandin D2 synthase 


998 


100 
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CT?0 IT) 


Hit m 

Jilt 1U 




l/WU Iff CIUU 




X CI WiillOgC 

Trlpnfitv 1 


711 Q 


oil 411671 S 


nmiii/ oapicua 


AJE006464 18 similar to 

IIJUVVvtVi M. %J Oil 111 Id IV 

HAGH 


656 


99 


7119 


pi 14336766 




AE006639 8 

hydroxyacylglutathione 

hydrolase 


339 


47 


2319 


gi20988885 


Mus m use u lus 


28 1 0014I23Rik protein 


583 


78 


2320 


gil3397835 


Homo sapiens 


annexin A13 isoform b 


1245 


98 


2320 


gi33980 


Homo sapiens 


intestine-specific annexin 


1252 


98 


2320 


gi757784 


Cards familiaris 


annexin XI lib 


1151 


91 


2321 


gi204222 


Rattus norvegicus 


GAB A transporter protein 


2124 


90 


2321 


gi2 1707908 


Homo sapiens 


, member 1 


2132 


99 


2321 


gi31658 


rifimO <53T>1PT1S 

A ±\J1XL\J rXll/lvlltJ 


GAB A tran snorter 


2117 


99 


2323 


gj20381266 


Homo sapiens 


Glypican 2 


602 


90 


7171 






ci*rpHrnol vpjjti 


548 


81 


2323 


gi5911318 


Homo sapiens 


AF105267_1 glypican-6 


265 


47 


717A 
Z->Z*1 


gll00/O*WU 


riomo sapiens 


VT TOOl 17 nrn+pin 

rLJuunz pro u;iii 


1161 


100 


2324 


gjl9344068 


Mus musculus 


2700038E08Rik protein 


2403 


74 


0*10.4 
Z3Z4 


giZ3Z741UO 


Mus musculus 


z /uuujoisuoiviiC protein 






2325 


gi25396387 


Homo sapiens 


alpha 2,6-sialyltransferase 


467 


98 


2325 


gi27650880 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyl transferase 


467 


98 


2325 


gi452751 


Gallus gall us 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyl transferase 


268 


58 


2326 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


2004 


99 


2326 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2001 


100 


2326 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 

D 


2001 


100 


0*50*7 

£52.1 




Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


ZUU4 


oo 
yy 


7177 


m 1 1144007 


nomo sapiens 


i^ai nye oynurome cruicai 

rpoinn nrrtfpiri icrvfrirrri 7 
lC^IUII piULClII I&OIUIUI Z> 


7001 


100 


7177 


ui775016Q6 

£L£ / JVJU7U 


nuiIJO oapicilo 


Qimilur tr\ r*cjt pup cvn/frnmp 
OlIILlltll LU Vs<U. CjrC djllUIUIIlC 

olirntTio<5nmp rfHrlon cswiHidjitp 

Will \JLl IVSOUJ 11 \* IV/glUllj VullUJUulb 

5 


7001 


100 


2328 


ei202592 


Rattus norvefficus 


prealpha-2-macroglobulin 


238 


40 


2328 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2328 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2329 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2329 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2329 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2330 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2330 


©671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 I 


2330 


©671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2331 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2331 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2331 


gi67l865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2332 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2332 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2332 


gj671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2333 


gi 14789873 


Mus musculus 


Es31 protein 


508 


70 


2333 


gil7512361 


Mus musculus 


esterase 31 


508 


70 
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S_score 
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laenoty 


1555 


gU!/4 /OOOJ 


Mus musculus 


Similar to esterase 3 1 


DLO 


oy 


Z554 


• | AfkftAI OO 


Homo sapiens 


At4o9jzo__ i transiormuig 
growin iacior-Deia oinuing 
proiem- 1 a 


1 OO 

toy 


i nn 


9114 


guu/zoo 


— — : 

Rattus norvegicus 


1 Or-Deia mas King proiein 
targe sudutui 


1*70 


on 


9114 


oi11Q54R 


nomo Sapiens 


trfiTwf/xrmintr orrovth "ra f*t nr« 
UaJIbXOt millg glUWUI laULlH** 

LrwLa X UlllUliig piWUVill J-*! w Ul O V/l 


i oq 


100 


2336 


gllJOOUO 


frnllilG (KlllllC 
VJalJUo gaJIUo 


j u y vw lies 1 1 1 


490 


37 


911/5 


mil 41 09 io 


Wr\mr\ corn r*n c 
JTlLMIIv/ adpidlS 


iviyuincoiii ■*« 


410 


36 


9116 


fri4n70Q7 




iujiuy pruiciii 


41 Q 


36 


2339 


en 1 965S449 

gl lAiOJJ'rtA 


JT1UII1U 2KipiGlU> 


lfprgfin ncc/viatfvl TMYifrpfn 4 9 

ILCiallll OoOtA/laKHJ pi U USUI 


706 


86 


2339 


gil2655460 


Homo sapiens 


keratin associated protein 4. 12 


732 


86 


9110 


cri19^<k4/\4 
gll£OjJ i *0** 


nomo sapiens 


Kciaun assuciateu prULCW *r.U 


/Ol 


yy 




ml 9/^^449 


Homo sapiens 


Kcraun associaieu proiem *r.z 


/UO 


OO 


914fl 


gl 1ZOj.>*K)U 


nomo sapiens 


Kcraun associaiea protein h.iz 


719 


OJC 
OO 


2340 


gjl2655464 


Homo sapiens 


keratin associated protein 4. 15 


761 


99 


00>l 1 


gl 12655442 


Homo sapiens 


keratin associated protein 4.2 


706 


00 


OOvl 1 


gll26554o0 


Homo sapiens 


keratin associated protein 4.12 


TOO 

Til 


00 


2341 


gil2655464 


Homo sapiens 


keratin associated protein 4. 15 


761 


99 


2342 


gi 15722084 


Homo sapiens 




1930 


99 


2342 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1288 


63 


2342 


gj506431 


Homo sapiens 


lysosomal acid lipase 


1288 


63 


2343 


gii5722084 


Homo sapiens 




1930 


99 


2343 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1288 


63 


2343 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1288 


63 


2344 


gi20 152322 


Homo sapiens 


putative G-protein coupled 
receptor 


1570 


100 


0"3 A A 

2344 


gi32526601 


Homo sapiens 


GPRC5D 


1576 


100 


2344 


gi8 118040 


Homo sapiens 


AF209923_1 orphan G-protein 
coupled receptor 


1570 


100 


2345 


—J 1 Til A CAD 

gl 17224598 


Homo sapiens 


AF293615_1 blood dendritic 
cell antigen 2 protein 


1147 


95 


2345 


gl 17225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1147 


95 


2345 


gl 17225339 


Homo sapiens 


AF325460_1 dendritic lectin b 
isoform 


953 


82 


Zj4o 


gn /zz4jyo 


Homo sapiens 


ArZy Jo 1 j_1 Wood dendritic 
cell antigen 2 protein 


1 1 ah 
114/ 


yj 


2346 


gil7225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1147 


95 


ZJ40 


rri 1 OOO^IIQ 

gll IZl555y 


Homo sapiens 


Ar3ZMoU_l den antic lectin D 
isoform 


503 


OO 


2347 


gi21929119 


Homo sapiens 1 


seven transmembrane helix 


1588 


100 


2347 


gi2792016 


Homo sapiens 


olfactory receptor 


1393 | 


100 


2347 


gi4092819 


Homo sapiens 


BC319430_5 


1386 


100 


2348 


gi2589172 


Rattus norvegicus 


mucin Muc3 


308 


36 


2348 


gi28436742 


Mus musculus 


Muc3 protein 


295 


37 


2348 


gi5911l69 


Homo sapiens 


AF147790M transmembrane 
mucin 12 


719 


81 


2349 


gi3549152 


Homo sapiens 


R29124 1 


180 


36 


2349 


gi8101840 


Papio hamadryas 


AF259559_1 

carcinoembryonic antigen- 


182 


35 
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family cell adhesion molecule 

W; CJtlALAMW 






2349 


glolUloOO 


— — 

Cercopithecus 

aethiops 


carcinoembryonic antigen- 
iamiiy ceil aanesion moiecme 

1-1, ^ISAwllVil 


1 TO 

1 ly 


j j 


Z3DU 


giz/yz^iuz 


ivius museums 


Zj 1VA// Jivii jivjK- pruicm 


QAA 


est 
uo 


Z-JjU 


gLZy*f jOojU 


ivius museums 


9^1ftft7*>M1 SPilr nrnfpin 

ZsJ 1 \J\J / JIVll JIVJIV. piVLCUI 


QAA 


uo 


2350 


gi6273399 


Homo sapiens 


AF20034SM melanoma- 
associated antigen MG50 


940 


67 


2351 


gi27924102 


Mus musculus 


2310075M15Rik protein 


944 


68 


ZJj 1 


gl2y430o3U 


Mus musculus 


z3 iuu / jMI jkik protem 


OA A 


DO 


2351 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen mlou 


940 


67 


2352 


gllU435/7o 


Homo sapiens 


unnamed protein product 


1 1 oo 
1 1 JZ 


oo 

yy 


2352 


fJiOiici roc 

gl32451585 


Homo sapiens 




OOl 


OU 


2352 


gi7264653 


Mus musculus 


A I?1 OAilTA 1 I^<nnAC7C 

Arlo04/0 1 Kiaa0j/5 


05*4 


OZ 


2353 


gi20219008 


Chlamydomonas 
reinhardtti 


AF394181_1 coiled-coil 
flagellar protein 


280 


29 


2353 


'ryi A C\T~1 1 1 

gi2349771 1 


Plasmodium 
falciparum 3D / 


AE014826j49 rnoptry protein, 
putative 


149 


25 


2353 


gi5457791 


Pyrococcus abyssi 


smcl chromosome segregation 
protein 


150 


22 


2354 


gl 126545 11 


Homo sapiens 


Torsin family 3, member A 


143o 


1 fkA 

1UU 


2354 


gl 1404310/ 


Homo sapiens 


1 orsin tamily 3, member A 


^ A1Q 

143o 


1 OA 

1 uu 


2354 


gi!5079904 


Homo sapiens 


Torsin family 3, member A 


1438 


100 


O^ C£ 

2356 


gl 15076843 


Homo sapiens 


Ar233450_l pecanex-like 
protein 1 


948 


72 


2356 


•ioi ciCAn 

gil 8 157547 


Mus musculus 


AF237953 1 pecanex-like 3 


1 1OC 

1 JZO 


oo 
yo 


2356 


gi6650377 


Mus musculus 


AF096286_1 pecanexl 


948 


71 


O'l CT 

2357 


gl 15076843 


Homo sapiens 


Ar233450_l pecanex-like 
protein 1 


t\A O 

948 


72 


OICT 


gllolD/34/ 


— — 

Mus musculus 


Arz3 lyjo i pecanex-liKc 3 


1 IOC 
1 JZj 


yo 


Z3D/ 


glOOD U3 / / 


Mus musculus 


AJriiyozoo_i pecanex i 


OA C 


71 


2358 


gi!872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


298 


72 


T1CO 


glZoolD /o 
1 


— — ; 

Homo sapiens 


nki m n'fnn n TDD mntif "V 

ubiquitous l r K motu, Y 
isoforra 


3UI 


Tfk 

/u 


ZJ JO 


gio3 /zzzy 


— : 

Homo sapiens 


ubiquitous TP R-motif protein 

I IMJIUUII 


Jvl 


70 


2359 


gil2043567 


Homo sapiens 


unc-93 related protein 


1544 


97 




gii tjy\jy i j 


^ifno mitoi^iiluc 
IVlUo IllUSCUIUb 


Ull\»yj IlULUUIUg D 


1 ISO 

1-5 Ju 


OJ 


2359 


gi23271746 


Mus musculus 


Unc93b protem 


1350 


85 


OKA 


nil ^OQOA£1 


Homo sapiens 


aajIIjoiz ring linger protein 
25 


Z400 


1 AA 

luu 


2360 


gil8490513 


Mus musculus 


Rnf25 protein 


1983 


82 


2360 


gi29179411 


Mus musculus 


Ring finger protein 25 


1988 


82 


2361 


gil4714684 


Mus musculus 


2810423E13Rik protein 


632 


83 


2361 


gi33086578 


Rattus norvegicus 


Ab2-276 


385 


82 


2361 


gi7295255 


Drosophila 
melanogaster 


CG8596-PA 


307 


46 


2362 


gil6930383 


Pan troglodytes 


AF383169_1 leukocyte 
immunoglobulin-like receptor e 


172 


38 


2362 


gi32396010 


Bos taurus 


immunoglobulin A Fc receptor 


179 


33 
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2362 


gi6563042 


Homo sapiens 


AF109683J. leukocyte- 
associated Ig-like receptor lb 


179 


24 


2363 


gi 16930383 


Pan troglodytes 


A T?0 01 1 /ft 1 t_.1_.__ _ ,4._ 

AF383169_1 leukocyte 
immunoglobulin-like receptor e 


172 


1 o 

38 


2363 


gi32396010 


Bos taurus 


immunoglobulin A Fc receptor 


171/ 


33 


2363 


gi6563042 


Homo sapiens 


AF109683_1 leukocyte- 
associated Ig-like receptor lb 


179 


24 


2364 


gi2 1595 190 


Mus musculus 


25 1 000 1 A 1 7Rik protem 


366 


AO 

98 


2364 


gi2 1707 128 


Homo sapiens 


Ran binding protein 1 1 


OTA 

370 


1 AA 


2364 


gi 66506 12 


Homo sapiens 


A 171 1 1 1 AO 1 !_._. _1._ — 

Arllll09__l Ran binding 
protein 11 


I*? A 

370 


1 A A 

100 


2367 


gll 1493419 


. 

Homo sapiens 


ArlJUll/ 1_> rKUlJo/ 


no 


CI 


1 *_ __n 


g_00_A/223 


Homo sapiens 


A 17 AAAAO O 1 TJT> f\f\ A *T A 


1 1 o 


f A 


2367 


gi6855613 


Homo sapiens 


AF113685_1 PRO0974 


154 


51 


2369 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


404 


48 


2369 


gi32486167 


Homo sapiens 


AD7C-NTP 


404 


48 


2369 


gi6650810 


Homo sapiens 


AF118094 21 PRO1902 


258 


64 


2370 


gil3278391 


Mus musculus 


RIKEN cDNA 9430015G10 


595 


71 


2370 


gi 14250646 


Homo sapiens 


FLJ20584 protein 


803 


98 


2370 


gi7020791 


Homo sapiens 


unnamed protein product 


834 


99 


2371 


gil6588454 


Homo sapiens 


AF312374J AGTRAP protein 


823 


100 


2371 


gil6878260 


Homo sapiens 


AAH17328 Similar to 
angiotensin II, type I receptor- 
associated protein 


776 


95 


2371 


gi9621816 


Homo sapiens ! 


AF165187 1 ATRAP 


822 


99 


2372 


gi 12330704 


Mus musculus 


AF333770_1 cell recognition 
molecule CASPR4 


539 


82 


2372 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


633 


97 


2372 


gi21961652 


Mus musculus 


contactin associated protein 4 


539 


82 


2373 1 


git2330704 


Mus musculus 


AF333770_1 cell recognition 
molecule CASPR4 


539 


82 


2373 


gii7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


633 


97 


2373 


gi2196l652 


Mus musculus 


contactin associated protein 4 


539 


82 


2374 


gil 1041469 


Macaca fascicularis 


UDP-GalNAc: polypeptide N- 
axxtylgalactosaminyltransf erase 


1116 


63 


2374 


gi21552746 


Homo sapiens 


AF410457J putative 
polypeptide N- 

acetylgalactosaminyltransferase 


1670 


100 


2374 


gi21552969 


Mus musculus 


AF467979_l Williams-Beuren 
syndrome critical region gene 
17 


1656 


98 


2375 


gil6l98335 


Drosophila 
met anogaster 


SD08329p 


411 


47 


2375 


gi23 092707 


Drosophila 
melanogaster 


CG17090-PA 


411 


47 


2375 


gi23092708 


Drosophila 
melanogaster 


CG17090-PB 


411 


47 


2377 


gil457l502 


Homo sapiens 


calcium-promoted Ras 
inactivator 


1022 


81 


2377 


gil5680l52 


Homo sapiens 


AAH14420 


317 


41 


2377 


gi4l85294 


Homo sapiens 


rasGAP-activating-like protein 


289 


36 


2379 


gil5l28l05 


Mus musculus 


AF397008 1 nephronectin 


737 


82 
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2379 


gil5430246 


Mus musculus 


nephronectin short isoform 


737 


82 


2379 


gi 15430248 


Mmc rniisculus 


nephronectin long isoform 


737 


82 


2380 


gil6041675 


Homo sapiens 


AAH15704 joined to JAZF1 


2131 


99 


2380 


ei 17862954 


Drn^onhila 
iDelzmogaster 


SD04959p 


311 


31 


2380 


gi28839713 


Homo sapiens 


Similar to joined to JAZF1 


363 


81 


2381 


gi29387355 


Xenopus laevis 




263 


28 


2381 


gi3242649 


Rana catesbeiana 


alpha 1 type I collagen 


297 


28 


2381 


ei4 140029 


Oynops pyrrhogaster 


alpha 1 type I collagen 


277 


27 


2382 


ei32967231 


Homo sapiens 


TAFA3 


481 


100 


2382 






TAFA3.2 


619 


100 


2382 


gi32967243 


Mus musculus 


TAFA3 


390 


82 








TAFA3 


481 


100 


2383 


gi32967237 


Homo sapiens 


TAFA3.2 


619 


100 


2383 


gi32967243 


Mus musculus 


TAFA3 


390 


82 


"tl QA 

ZJ&4 




Homo sapiens 


/vrzooO I u_ i i riULj protein 


9Q8 


OU 


0*3 QA 


glZUJUoZ /4 


Homo sapiens 


testicular haploid expressed 
gene 


90S 


£0 
ou 




''7/1 1 £ 1 lyi 

gl/4I01 34 


Homo sapiens 


tesbs-specific gene 


90R 

zyo 


ov 


2385 


gi 18480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2385 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2385 


gi32052225 


Mus musculus 


olfactory receptor 
GA_x6K02T2P3E9-4341246- 

4J40Z6 1 


1336 


80 


2386 


gjlo4oU74o 


Mus musculus 


oltactory receptor MUKZoi-iu 




Oft 


2386 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2386 


gi32052225 


Mus musculus 


olfactory receptor 
UA_XOKUZ 1 Zr 3Jay-434 1Z40- 
AXAfY) 9.1 


1336 


80 


9^Q9 

Z3o7 




— : 

Homo sapiens 


AAriu /uoz ounuar 10 
heterogeneous nuclear 

rin/iniiplpnnmfpm 

riuuiiuificupiuiciij 


lOA 

iyo 


0*7 


2387 


gi337455 


Homo sapiens 


hnRNP C2 protein 


196 


97 


Zoo/ 


mill 1Q1 Q9 
gl4 1 3^ loo 


Mus musculus 


heterogeneous nuclear 
ribonucleoprotein C1/C2; 




yj 


2388 


gi 190259 


Homo sapiens 


neuron-specific protein 


335 


100 


Zjoo 


q-J 1 QftOfi 1 


fltHIlO oopicIlS 


91 l^rVa rwnt*»in 
Z. 1 KJ_/a pioicin 




100 


Zjoo 


gDOo/ / 


ivaiius norvegicus 


reauLng name Jt 




OR 




gl l*rD fJDiy 


Unmn conionc 

nuiuu oapicna 


HY2 


o io 


100 


2389 


gil4573321 


Homo sapiens 


AF334756_1 interleukin-1 
HY2 


818 


100 


2389 


gil8025344 


Homo sapiens 


interleukin-1 receptor 
antagonist-like FBL1 theta 


804 


98 


2390 


gi27694303 


Homo sapiens 


Similar to keratin, hair, acidic, 
6 


694 


69 


2390 


gi3724099 


Homo sapiens 


type 1 hair keratin 1 


692 


69 


2390 


gi3724114 


Homo sapiens 


type I hair keratin 6 


694 


69 


2391 


gi32488718 


Oryzasativa 
(japonica cultivar- 
group) 


OSJNBa0088H09.19 


121 


41 



WO 2004/080148 



PCT/US2003/030720 



279 
TABLE 2 B 



CPA TT\ 


US* YTfc 
JtUt_LLl 


Species 


Description 


S_score 


Identity 






Homo sapiens 


keratm 6 irs 


1A7 
30Z 


OR 


2393 


gi27901522 


Homo sapiens 


keratin 6 trs3 


361 


98 


2393 


gi27901524 


Homo sapiens 


keratin 6 irs4 


333 


oc 
93 


2394 


gl 11066090 


Homo sapiens 


A 17 1 AC 1 AO 1 -» , , i , ' 

Arl95192_l matrix 
metailoprotease MMr-z/ 


CAT 


1 An 
100 


2394 


gi 12006364 


Tupaia belangeri 


AF281673_1 matrix 
metalloproteinase-27 


458 


91 


2394 


gi3511149 


Gallus gall us 


matrix metalloproteinase 


353 


60 


11 rvc 

2395 


gl 11066090 


Homo sapiens 


AT71AC1AO 1 . LLJ ,|.,; ■_, 

Ar 19j19x_1 matrix 
metailoprotease MMP-27 


CiY7 

30/ 


1 on 
100 


.2395 


gl 12006364 


Tupaia belangeri 


A T?O0 1 CTi 1 ii.LjLfi.Iu 

Arzolo/i_l matrix 
metalloproteinase-27 


/<CO 


01 

yi 


2395 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


353 


60 


2396 


gi24710913 


Homo sapiens 


suppressor of fused 


2599 


100 


2396 


gi5739507 


Homo sapiens 


AF175770J suppressor of 
fused 


2594 


99 


2396 


gi6689894 


Homo sapiens 


AF159447_1 Suppressor of 
Fused 


2599 


100 


2397 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2397 


gi21667212 


Homo sapiens 


AF465766_1 
bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2397 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2398 


gi 19526647 


Homo sapiens 


A ni /*A1 iA 4 *t 1 " a 

AF462348_1 oxidored-mtro 
domain-containing protein 


2019 


99 


2398 


gi28 175624 


M us musculus 


RIKEN cDNA 181 0007P 19 
gene 


1704 


86 


2398 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


214 


29 


2399 


gl 19526647 


Homo sapiens 


AF462348 1 oxtdored-mtro 
domain-containing protein 


2019 


99 




glZo 1 /30Z4 


Mus musculus 
— — 


t> rvD\! *»r\xr a 101 aaatd 1 a 
KIKcN cUNA Iol000/F19 

gene 


1 /U4 


OO 




gl /3U33ZX 


Drosophila 
niciaQOgasicr 


Cai'XIlll PA 
1 /o-rA 




70 


7400 


cn? 077 Q77 


OQIMOtIO 

nomu oapiciio 


puuiuvc puu 


1 SI 




7400 




xiuiuu SMxpienb 


OR 177 


1ST 

U 1 


100 


7400 


ott^Q777 


X1UII1U bapicllo 


Vj/ivj; cuiiuiuio d. reverse 
trail c/*riAtacf* n otn q 1 n 


1 j 1 


100 

1UU 


2402 


ml 14Q14R1 


1 1 Villi L/ o<a|Jioiio 


AF1^0117 48 PRO7SS0 




64 


2402 


gi7020440 


Homo sapiens 


unnamed protein product 


310 


57 


2402 


gi7770139 


Homo sapiens 


AF1 19917 13 PR01722 


289 


60 


2404 


gil403325 


Homo sapiens 


MACH-beta-1 


122 


92 


2404 


gil403327 


Homo sapiens 


MACH-beta-2 


122 


92 


2405 


gi 1799570 


Rattus norvegicus 


TTP120 


6200 


99 


2405 


gi29792160 


Homo sapiens 


TIP 120 protein 


6213 


99 


2405 


gi7688703 


Homo sapiens 


AF157326J TTP120 protein 


6200 


99 


2406 


gil3016701 


Homo sapiens 


activating coreceptor NKp80 


1209 


97 


2406 i 


gi22449867 


Macaca fascicularis 


NKp80NK receptor 


1105 


87 


2406 


gi7188567 


Homo sapiens 


AF175206J lectin-like 
receptor Fl 


1209 


97 
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2408 


gi21619190 


Homo sapiens 


-like lX-linked 


233 


80 


2408 


gi27695407 


Mus Tpuscuhis 


Tbllx protein 


233 


80 


2408 


gi30353941 


Homo samens 


TBL1X protein 


233 


80 


2409 


gi 12804613 


Homo saDiens 


AAH01728 


670 


82 


2409 


eil3279113 


Hnmn oaniftii*! 


AAH04281 


670 


82 


2409 


gi 14043598 


Homo saniens 


AAH07776 


670 


82 


2410 


gil2804613 


Homo sapiens 


AAH01728 


670 


82 


2410 


gil3279113 


Homo sapiens 


AAH04281 


670 


82 


2410 


<ri 1404159R 

l*nrrJJ70 


T-Tfttnft osmipfic 

XlUUlv do^llvlid 


AAH07776 

ii/Vl L\J iff \J 


670 


82 


2411 


gil2804613 


Homo sapiens 


AAH01728 


670 


82 


941 i 


m1197Q1 11 


Homo sapiens 


A AU049J11 
A/inutzoi 




R9 


741 1 


oil 4041 SQR 


ri ui 11 0 sapiens 


AAH07776 


670 


89 


9419 




JlUJUU SapiCIlb 


AF9 19917 1 HPT-TRP 


ioiu 




9419 


tri1 ^090^00 


nuniu Sapiens 


JrlIUopUUul(^LCrab<C IGlalGU 


1R94 


1U 1/ 


2412 


gi29791939 


Homo sapiens 


phosphotriesterase related 


1824 


100 


Z4I4 


m 1 (V7 ft 1 


Mus musculus 


4jououomu /KiK protem 


91 ^1 


0^ 


2414 


gi4778 


Saccharomyces 
cerevisiae 


Usol protein 


215 


23 


Z414 


glO/ / lyo 


Saccharomyces 
cerevisiae 


putative 


917 


91 


OAK 


giz /syyyoy 


Homo sapiens 


unnamed protein product 




00 


2415 


gi27900262 


Homo sapiens 


unnamed protein product 


208 


66 


OA 1 C 

2415 


gl6690248 


Homo sapiens 


AF090942 1 PRO0657 


1 AO 

192 


57 


2419 


gil3377880 


Cricetulus 
longicaudatus 


AF336043_1 arginineN- 
meth yl transferase p82 isoform 


2585 


85 


OA i ft 


mi33//ooz 


Cricetulus 
longicaudatus 


Ar33o044_l arginine N- 
m ethyl transferase p77 isoform 


TCI A 


Oil 
OO 


O/IIO 

/4iy 


m110*70A<1 


Mus musculus 


— pAXT A f£*m ion/la D /"V\AiC"7A.^ 

cuxna sequence dkJjsjo /ud 




C*7 
Of 


Z4ZU 


gllOJUODlo 


Homo sapiens 


AAriui4oz pnospnatiayiserine 
aecarDuxyi ase 


1043 


oo 


9490 


ml 01 1Ro" 


^nceiuius gnseus 


poospnanayisenne 
decarboxylase 


1^44 
1 J44 


Ol 


9490 


oi97171049 


A.enopus laevis 


0 imi i <u 10 pnospnauayisenne 

i\f*f*c\ rKrwvl n qp» 




D 1 


2421 






POf 9 A 1 


122 


28 


2421 


m450194 


T-TftTTift Qsmif^nc 

XIVUIU oaJJlWllO 


n1r»Vin~ 1 tvTYP TT mlla am 

alalia 1 l-Jr prfc IX VtKJll agvl 1 


122 


28 


2421 


gi930050 


Homo sapiens 




122 


28 


9499 


rji 1 1R74417 


nuiou cMipiciio 


<***r*»lvr?i 1 ravtff^itt—l 1 
OCreUIal piiHCUl" 1 1 


ISO 


7S 


2422 


gUiV70 / J 11 


A^iiq mnc/*ii1iiQ 

IVlUo JllUol/UlUo 


T jOP9 1 9Q04 nrntein 


618 




2422 


gi24980850 


Homo sapiens 




765 


100 


9491 


0111^43040 


ournu oapicns 


nypumeuudj prtxein 

l^JVX^&rf|J < T J^D 17J 


9004 


on 

yy 


2423 


m 140^5978 


nULUU oaJJldlo 


iirmampfl nrftfpin nrrufiict 

UllilaUlCU Ul VAC 111 


2080 


QQ 

yo 


2423 


gil6923351 


Homo sapiens 


AF204270 1 RbBP-35 


1419 


98 


2424 


gi 18676660 


Homo sapiens 


FLJ00229 protein 


665 


99 


2424 


gi25955706 


Homo sapiens 


Similar to hypothetical protein 
MGC38041 


665 


99 


2424 


gi32484169 


Homo sapiens 




665 


99 


2425 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


2425 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


2425 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


2426 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 
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JbUt_JXI 


Species 


Description 


S_score 


x ercemage_ 

lUCIlUlj 


9496 


<ri9090^flR7 


l4*AfVi/% Mnione 
iiomo bdpiCltb 


uipcpuuyi pcpuuoac/ ✓ 


410 


80 
oy 




gLjJ IjjUj 


xionio sapiens 


ivzoyof i 


47/> 


100 


9497 


<ri9754QS59 


noiuo Sapiens 


uiptjpuuy i pcpuuooe iT"i cicucu 
protein-2 


410 


QQ 

oy 


Z4Z/ 


gizyzy^uo / 


Homo sapiens 


dipeptidyl peptidase 9 


A^ a 


oy 


OAO'J 
JAJLI 


gjjj IjjUj 


Homo sapiens 


Jvzoy<y+ l 


A1& 
4/0 


ino 


2428 


gil3097642 


Homo sapiens 


Ribosomal protein S25 


169 


100 


z4Zo 


gujz7yi4y 


Homo sapiens 


Ri bosom al protein S25 


ioy 


1 HA 
1UU 


Z4zo 


gU34J04ZZ 


Homo sapiens 


Ribosomal protein S25 


ioy 


1 A A 


2429 


gi21756739 


Homo sapiens 


unnamed protein product 


2539 


96 


2429 


gi23270822 


Homo sapiens 




2427 


96 


2429 


gl645J5Jo 


Homo sapiens 


hypothetical protein 


zuol 


on 

yy 


2430 


gi 12652695 


Homo sapiens 


AAH00096 HtrA-like serine 
protease 


1611 


92 


2430 


gi5870865 


Homo sapiens 


serine protease 


1611 


92 


2430 


gi7672669 


Homo sapiens 


AF141305_1 serine protease 
Htra2 


1611 


92 


2431 


gi24078514 


Mus musculus 


AF454954 1 crossveinless-2 


561 


95 


2431 


gi32816043 


Mus musculus 


BMP-binding endothelial 
regulator precursor protein 


561 


95 


2431 


gi32892146 


Homo sapiens 


crossveinless-2 


595 


100 


2432 


gil6502169 


Salmonella enterica 
subsp. enterica 
serovar Typhi 


putative DNA methylase 


756 


85 


2432 


gi29 137981 


Salmonella enterica 
subsp. enterica 
serovar Typhi Ty2 


putative DNA methylase 


756 


85 


2432 


gi498768 


Serratia marcescens 


Deoxyadenosyl- 
methyl transferase 


337 


47 


2433 


gi 16974751 


Gallus gallus 


CALII 


184 


44 


2433 


gil9908346 


Gallus gallus 


chondrogenesis associated 
lipocalin 


137 


37 


2433 


gi22090638 


Gallus gallus 


lipocalin-type prostaglandin D 
synthase 


137 


37 


2434 


gi 17 132791 


Nostoc sp. PCC 7120 


asparaginyl-tRNA synthetase 


766 


44 


2434 


gi22296200 


Thennosynechococc 
us elongatus BP-1 


* J aT> VTA *t_ . 

asparaginyl-tRNA synthetase 


767 


41 


^AIA 

Z4.J4 


gliU/jyzoo 


Bacillus anthracis str. 
Ames 


asparaginyl-tRNA synthetase 


"7*7/1 

774 


A1 

43 




gHZOOJUOl 


Homo sapiens 




en 




Z4.JD 


glzJD/4/oo 


Macaca fascicularis 


succinate dehydrogenase 
flavoprotein subumt 


jjy 


QQ 

oy 


941^ 


m<7^Q17^ 

giD/Dyi /J 


— — : 

Homo sapiens 


succinate dehydrogenase 
udvoproiein suDumi 


J jZ 


88 1 

oo 


2436 


gi21928188 


Mus musculus 


GPI-gamma 4; GPIgamma4 


853 


67 


2436 


gi29747988 


Mus musculus 


GPI-gamma 4 


853 


67 


2436 


gi3093 H71 


Mus musculus 


GPIgamma4 protein 


853 


67 


2437 


gil5082311 


Homo sapiens 


AAH12061 -binding protein 3 


631 


98 


2437 


gi27503479 


Mus musculus 


Pcbp3 protein 


631 


98 


2437 


gi9957165 


Homo sapiens 


AF176329_1 alphaCP-3 


631 


98 


2438 


gil6553246 


Homo sapiens 


unnamed protein product 


254 


98 


2438 


gi21 739662 


Homo sapiens 


hypothetical protein 


218 


88 


2438 


gi21 752375 


Homo sapiens 


unnamed protein product 


218 


88 


2439 


gi 12804943 


Homo sapiens 


AAH01924 beta 


1660 


90 
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2439 


gi 189762 


Homo sapiens 


pyruvate dehydrogenase El- 
beta subunit 


1663 


91 


2439 


gil90792 


Homo sapiens 


pyruvate dehydrogenase El- 
beta subunit precursor 


1663 


91 


2440 


gil64851 


Oryctolagus 
cuniculus 


calsequestrin precursor 


1903 , 


92 


2440 


gi2618621 


Mus musculo s 


skeletal muscle calsequestrin 


1921 




2440 


gi688292 


Homo sapiens 


cahnitine; calsequestrine 


2012 


99 


2441 


gil 177622 


Saccharomyces 
cerevisiae 


AOF1001 


177 


30 


2441 


gil3592175 


Leishmania major 


AC084329_1 ppg3 


193 


26 


2441 


gi28828184 


Dictyostelium 
discoideum 


similar to Leishmania major. 
Ppg3 


192 


26 


2442 


gi20380863 


Homo sapiens 


Similar to T cell receptor beta 
locus 


1364 


OA 


2442 


gi307487 


Homo sapiens 


T-cell receptor beta 


1498 


93 


2442 


gi85 15902 


Homo sapiens 


T cell receptor beta chain 


1300 


84 


2444 


gi 14599484 


Homo sapiens 


AF333952_1 small proline-rich 
protein 2B 


453 


98 


2444 


gi3367693 


Homo sapiens 


small proline-rich protein 


458 


100 


2444 


gi385227 


Homo sapiens 


small proline-rich protein 2 


453 


98 


2445 


gi 13876336 


Mus musculus 


protocadherin gamma A5 


4081 


84 


2445 


gi5456942 


Homo sapiens 


protocadherin gamma A5 


4744 


99 


2445 


gi5457072 


Homo sapiens 


AF152512_1 protocadherin 
gamma A5 short form protein 


4109 


100 


2447 


gi200962 


Mus musculus 


serine 1 ultra high sulfur 
protein 


262 


45 


2447 


gi200964 


Mus musculus 


serine 2 ultra high sulfur 
protein 


296 


ACS 

49 


2447 


gi3228237 


Homo sapiens 


ultra high surfer keratin 


zol 


AO 

4o 


2448 


• i Men? A At\£\ 

gj 14764499 


Homo sapiens 


zinc finger protein 




DO 


2448 


gi 1504006 


Homo sapiens 


similarto human ZFY protein. 




jO 


2448 


Ol t\A OC A 

gi28204954 


Mus musculus 


Similar to zinc finger protein 






2450 


gil 7223709 


Homo sapiens 


selenoprotein SelM 


235 


100 


2450 


gi 1722371 1 


Mus musculus 


selenoprotein SelM 


188 


78 | 


2450 


gi26351995 


Mus musculus 


unnamed protein product 


162 


76 


2451 


gi28848644 


Homo sapiens 


p02 protein 


181 


100 


2451 


gi30354510 


Homo sapiens 


TPT1 protein 


181 


100 


2451 


gi33285832 


Homo sapiens 


TCTP 


181 


100 


2452 


gil3937829 


Homo sapiens 


AAH07016 


946 


100 


2452 


gil 8606299 


Homo sapiens 




946 


100 


2452 


gi3360432 


Homo sapiens 


osteopontin 


946 


100 


2453 


gil4326586 


Homo sapiens 


AF386078_1 serine-cysteine 
proteinase inhibitor clade C 


360 


92 


2453 


gil79130 


Homo sapiens 


antithrombin III 


360 


92 


2453 


gil 8490839 


Homo sapiens 


, member 1 


360 


92 


2454 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8439 


99 


2454 


gi3869382 


Homo sapiens 


DNA topoisomerase II beta 


8299 


99 


2454 


gi790988 


Cricetulus 
longicaudatus 




8167 


96 


2455 


gil8817l3 


Ratrus norvegjcus 


fatty acid transport protein 


222 


84 


2455 


gi20810561 


Mus musculus 


, member 1 


219 


82 


2455 


gi563829 


Mus musculus 


fatty acid transport protein 


219 


82 
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uescnp uoii 


S score 
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2456 


gil3277626 


Mus musculus 


homolog, subunit 7a 


247 


57 


0>l C£. 

2456 


gi 152 15085 


Mus musculus 


v^ops / o protein 


4Zo 


OB 


2456 


gi3309176 


Mus musculus 


COP9 complex subunit 7b 


428 


98 


2457 


gil 80251 


Homo sapiens 


precerebellin 


183 


AQ 


2457 


gi6942096 


Mus musculus 


CBLN3 


472 


90 


2457 


gi6942098 


Mus musculus 


AF218380 l CBLN3 


472 


90 


2458 


gil7861952 


Drosophila 
melanogaster 


LD0l947p 


196 


55 


2458 


gi31432182 


Oryza sativa 
(japonica cultivar- 
group) 


putative RIM2 protein 


158 


42 


2458 


gi7291183 


Drosophila 
melanogaster 


CG1826-PA 


196 


55 


2459 


gi20387087 


Oncorhynchus 
mykiss 


like~2 


155 


32 


2459 


gi21667212 


Homo sapiens 


AF465766J 

bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2459 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2460 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2460 


gi21667212 


Homo sapiens 


AF465766_l 

bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2460 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2461 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2461 


gi21667212 


Homo sapiens 


AF465766_l 
bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2461 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2462 


gi 10435038 


Homo sapiens 


unnamed protein product 


in o 
171o 


yo 


2462 


gl 18257341 


Mus musculus 


Expressed sequence 

A MIfUZ AOAO 

AWOoUZU/ 


1044 


53 


Oil /CO 


•O/i/ccoooo 
gtZ4ojyzzy 


— — ; 

Homo sapiens 


nypotnencal protein r LJ l J l d\j 


noo 
1 IZI 


or 




giz/4oyr>3o 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


1 OA 
lou 


OA 


2464 


gi4206390 


Homo sapiens 


putative neuronal cell adhesion 
molecule 


180 


94 


2465 


gi 12667401 


Homo sapiens 


AF326731 1 NUF2R 


2336 


99 


2465 


gil4317902 


Homo sapiens 


kinetochore protein Nuf2 


2336 


99 


2465 


gil8043223 


Mus musculus 


NUF2R protein 


1744 


12 


2466 


gi23321257 


Homo sapiens 


ezrin-binding partner PACE-1 


3482 


97 


2466 


gi24209887 


Homo sapiens 


ezrin-binding protein PACE-1 


3381 


90 


2466 


gi29144929 


Mus musculus 


Ezrin-binding partner PACE-1 


2738 


75 


2467 


gi21634823 


Homo sapiens 


AF389428 1 semaphorin 6D 


1487 


97 
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isoform 3 






2467 


gj2 1634825 


Homo sapiens 


AF389429_1 semaphorin 6D 
isoform 4 


1487 


97 


2467 


gi2 1634827 


Homo sapiens 


AF389430_l semaphonn 6D 
isoform l 


1487 


97 


2468 


gi 13543 141 


Mus musculus 


Slc37a3 protein 


141 


52 


2469 


gi2 1671 105 


Homo sapiens 


RAD52B 


511 


1 ATI 

100 


2469 


gi23468352 


Homo sapiens 


Similar to RAD52B 


511 


100 


2469 


©32967621 


Mus musculus 


2410008M22Rik protein 


311 


66 


2470 


gi28626251 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3c 


289 


91 


2470 


gi28626253 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3d 


289 


91 


2470 


gi28626255 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3e 


289 


91 


2472 


gi20987880 


Mus musculus 


E130103I17Rik protein 


1605 


71 


2472 


gi28204917 


Mus musculus 


E130103I17Rik protein 


1594 


71 


2472 


gi4588087 


Homo sapiens 


AF095771_1 PTH-responsive 
osteosarcoma Bl protein 


1864 


89 


2473 


gi 1359 1434 


Homo sapiens 




413 


74 


2473 


gil3591435 


Homo sapiens 




416 


87 


2473 


gil9913471 


Homo sapiens 




413 


74 


2474 


gi28372402 


Homo sapiens 


truncated transmembrane 
transport protein 


1271 


100 


2474 


gi31324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


1263 


100 


2474 


gi31871291 


Homo sapiens 


proton/ammo acid transporter 1 


1263 


100 


2475 


gi28372402 


Homo sapiens 


truncated transmembrane 
transport protein 


1271 


100 


2475 


gi3 1324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


1263 


100 


2475 


gi3l87129l 


Homo sapiens 


proton/amino acid transporter I 


1263 


100 


2476 


gill 138040 


Homo sapiens 


rat myomegalin mRNA is 
reported in Acc# 
AF1391 85~amilar to rat 
myomegalin 


828 


97 


2476 


gill 138042 


Homo sapiens 


rat myomegalin mRNA is 

reported in Acc# 

AF1 39 1 85~similar to rat 

myomegalin 


1091 


93 


2476 


gi 19263586 


Homo sapiens 


similar to rat myomegalin 


1085 


93 


2477 


gi 19263005 


Ciona intestinalis 


leucine-rich repeat dynein light 
chain 


367 


66 


2477 


gj2760161 


Anthocidaris 
ciassispina 


outer arm dynein light chain 2 


338 


63 




gi/jujyui 


Drosophila 
melanogaster 




zoo 




2478 


gil2666531 


Homo sapiens 


putative b,b-carotene-9 , > 10- 
dioxygenase 


917 


99 


2478 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


930 


100 


2478 


gi27370671 


Homo sapiens 


Similar to beta-carotene 
dioxygenase 2 


930 


100 


2479 


gil2666531 


Homo sapiens 


putative bjb-carotene-o^lO- 
dioxygenase 


917 


99 
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laenoty 


24 iy 


* i iconic 
gll4joZZo5 


Homo sapiens 


atz /o**jz i pumuve caroiene 

dioxygenase 


(VIA 

yju 


inn 

1UU 


2479 


g[27370671 


Homo sapiens 


Similar to beta-carotene 
dioxygenase 2 


yiU 


1 AH 


2480 


gi 1079734 


Mus musculus 


citron 


/lo 


y/ 


/■x j OA 

2480 


gi30088970 


Homo sapiens 


rho/rac-interacting citron 
kinase 


oyo 


yy 


~%A OA 

2480 


'O C AAC AO 

gLJjyyjOy 


Mus musculus 


rho/rac-interacting citron 
kinase 


ooy 


y/ 


2481 


gl249oUo21 


Homo sapiens 


box polypeptide 26 


/Jo 


1 AO 


2481 


gi32485107 


Homo sapiens 


nexin-related serine protease 
inhibitor 


731 


94 


2481 


gi6062874 


Homo sapiens 


candidate tumor suppressor 
protem diIacI 


258 


100 


2482 


gil3383364 


. 

Homo sapiens 


claudin-1 


1 AA< 


OO 

yy 


Oil DO 

2482 


gi 15214678 


Homo sapiens 


AArll24/l ciaudm 1 


1 AOC 


yy 


2482 


gi7381083 


Homo sapiens 


AF134160_1 claudin-1 


1095 


99 


2483 


gi22902436 


Mus musculus 


Sphingosme- 1 -phosphate 
phosphatase 1 


616 


40 


2483 


gi23345324 


Homo sapiens 


sphingosine 1 -phosphate 
phosphohydrolase 2 


1513 


AA 

99 


2483 


gi29436890 


Mus musculus 


Similar to sphingosine- 1- 
phosphate phosphotase 2 


1406 


AA 

90 


2484 


gi2072977 


Homo sapiens 


putative pi 50 


i n 

137 


*7A 

79 


2484 


gi339771 


Homo sapiens 


ORJF2 


137 


79 


2484 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


137 


79 


2485 


gi2072977 


Homo sapiens 


putative pi 50 


137 


79 


2485 


gi339771 


Homo sapiens 


ORF2 


137 


*7A 

79 


2485 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


137 


79 


2487 


gi 18033 185 


Danio rerio 


A D91AAA1 1 TTKT/T4C _ n 1 n x n J 

Ar330001_l UNC45-related 
protein 


1 ACS A 

1491 


TA 

79 


2487 


gi27436424 


Mus musculus 


striated muscle UNC45 


1757 


95 


2487 


gi2743642o 


Homo sapiens 


striated muscle UNC45 


1 DAA 

1800 


AO 

98 


2488 


gi26801 168 


Gallus gall us 


condensin complex subunit 


1 11A 

1330 


A A 

44 


2488 


gi3851586 


Homo sapiens 


chromosome-associated 
protein-C 


1123 


63 


2488 


gi4092846 


Homo sapiens 


chromosome-associated 
poiypeptiae-c 


1123 


63 




gj24U/y 1 1 


Homo sapiens 


\JJ\o 


1ZDZ 


OO 

yy 


2489 


gi29437323 


Mus musculus 


Similar to cDNA for 
mnerentiaily expressed CUlo 
gene 


226 


40 




glOU 13U /3 


Mus musculus 


Hem l -J protein 


lit i 

141 


2/ 


94Qfl 


oil a i S7SaY1 


nuiuu Sxtpiciib 






00 

yy 


2490 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


2246 


99 


2490 


gi21908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


2230 


98 


2491 


gi!5145793 


Sus scrofe 


basic proline-rich protein 


186 


34 


2491 


gi3858883 


Acantbamoeba 
castellanii 


myosin I heavy chain kinase 


218 


37 


2491 


gi4206769 


Acantbamoeba 
castellanii 


myosin I heavy chain kinase 


218 


37 


2492 


gil!36434 


Homo sapiens 


FOAA0187 


198 


72 
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2492 


•»>1 A i A1 C 1 

gl21410151 


Mus musculus 


JLOC2 13895 protein 


173 


/CO 

oz 


2492 


gizvoyooz / 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


1 AO 

19o 


79 

1 


2493 


gi 13559063 


Homo sapiens 




747 


1 AA 

1UU 


2493 


gi24416538 


Mus musculus 


1700001D09Rik protein 


631 


72 


2493 


gi9963863 


Homo sapiens 


AF226731 1 AD026 


688 


99 


2495 


gil56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


2495 


gi2H0530l 


Mytilus 

galloprovincialis 


AF448525_1 precoIlagen-P 


152 


28 


2495 


gi2388676 


Mytilus edulis 


precollagenP 


148 


29 


2496 


gjl56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


2496 


gi2H0530l 


Mytilus 

galloprovincialis 


AF448525_1 precollagen-P 


152 


28 


2496 


gi2388676 


Mytilus edulis 


precollagen P 


1 A O 

148 


AA 

29 


2497 


gil56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


2497 


gi2ll0530l 


Mytilus 

galloprovincialis 


a y*a Anor 1 ti n 

AF448525_1 precollagen-P 


152 


28 


2497 


gizoooo /o 


Mytilus edulis 


precollagen P 


1 A O 

14o 


AO 


2498 


gi20380052 


Homo sapiens 




372 


32 


2498 


~ A A1 0 AO A 

gi20380522 


Mus musculus 


CoBal protein 


368 


31 


2498 


gi29l44943 


Mus musculus 


Col3al protein 


368 


31 


2499 


gi 14035874 


Homo sapiens 


unnamed protein product 


1100 


99 


2499 


gil4035876 


Homo sapiens 


unnamed protein product 


1043 


99 


2499 


gi20070842 


Homo sapiens 


similar to hypothetical protein 

IT f 1 1 Jin 

FIJI 3448 


1297 


99 


2501 


gi2072964 


Homo sapiens 


putative pl50 


399 


81 


2501 


gi2072967 


Homo sapiens 


putative pi 50 


400 


81 


2501 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


399 


81 


2502 


gi30040280 


shigella tlexnen 2a 
sir. z43 / 1 


IO 1 AO 

IS 103 ort 


T) I 

731 


AO 

98 


ocao 
ZjUz 




onigeiia tlexnen za 

efr 9/1 5 7T 
SIT. AH J 1 1 


imuj ort 


fix. 




ZjUZ 




Hschenchia coli 


OTIA in lalDU 


ID I 




9^fv* 


gllZOyolO / 


Homo sapiens 


VI A A 1 74A rtrwtpin 

ivi/vft.1 /*h> protein 




inn 


950/* 


rn9A1ilA19l 
glZO IZ1 


Mus musculus 


unnamed protein product 




09 

yz 


Z3U.J 


oi9£151 A1 5 


JYluS mUSCUlUS 


unnamed protein product 


11 9. 

JlO 


Q9 

yz 


95ft4 

ZJLrr 


oi9fl?A'Qn7'* 
glZUZUJ? U / J 


xiuiQU twipieiib 


pUuilIVC lipiU K-UlaoC 


1 UJJ 


yy 


9SfV4 

zji/t 


£^1Z 1 UaHJHU 


T-I r\Tvi r\ coniMic 

nuuiu dapiciib 


UCXallllUC mn abc 


inis 


00 
yy 


2504 




K^itc miic/Miliic 

iVILLo LUllodUUo 


bciaiiuuc Riiirtaco 




Ol 




cri1195R4 


\niic Tniicfiiliic 
iVIUo IllllaCUlUa 


Diiiary giycoproiciu 




97 
z/ 


2505 


gi3 12586 


Mus musculus 


biliary glycoprotein 


165 


27 


2505 


gi312590 


Mus musculus 


biliary glycoprotein 


174 


30 


2506 


gi312584 


Mus musculus 


biliary glycoprotein 


165 


27 


2506 


gl312586 


Mus musculus 


biliary glycoprotein 


165 


27 


2506 


gi312590 


Mus musculus 


biliary glycoprotein 


174 


30 


2507 


gil480744 


Equus caballus 


type II collagen 


346 


29 


2507 


gi30041 | 


Homo sapiens 


COL2A1 


344 


29 


2507 


gi450394 


Homo sapiens 


alpha- 1 type II collagen 


344 


29 


2508 


gil483580 


Rattus norvegicus 


NTR2 receptor 


911 


81 


2508 


gil84909l2 


Homo sapiens 


neurotensin receptor 2 


1072 


95 



WO 2004/080148 



PCT/US2003/030720 



287 
TABLE 2 B 



SEQJD 


HitJD 


Species 


Description 


S_score 


Percentage^ 
identity 


2508 


gi3901028 


Homo sapiens 


neurotensin receptor 2 


1074 


95 


1C Aft 

2509 


gi 104 9 104 


Homo sapiens 


dystonin isoform 1 


OO 1 

221 


1 AA 
1UU 


2509 


gi 14530942 


Homo sapiens 


dystonia 2 


221 


100 


2509 


gil4530944 


Homo sapiens 


dystonin 2 


221 


100 


2510 


gil049104 


Homo sapiens 


dystonin isoform 1 


221 


100 


2510 


gil4530942 


Homo sapiens 


dystonin 2 


221 


100 


2510 


gi 14530944 


Homo sapiens 


dystonin 2 


221 


100 


2512 


gil572721 


Homo sapiens 


megakaryocyte stimulating 
factor, MSF 


203 


23 


2512 


gil6041156 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


710 


66 


2512 


gil8676652 


Homo sapiens 


FU00225 protein 


761 


70 


2513 


gi 1572721 


Homo sapiens 


megakaryocyte stimulating 
factor; Mbr 


203 


23 


2513 


gil6041156 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


710 


OO 


2513 


gil8676652 


Homo sapiens 


FLJ00225 protein 


761 


70 


2514 


gi26346328 


Musmuscuhis 


unnamed protein product 


965 


93 


2514 


gi33417011 


Mus musculus 




965 


93 


2514 


gi6330169 


Homo sapiens 


KIAA1 164 protein 


1005 


99 


2515 


gi26346328 


Mus musculus 


unnamed protein product 


965 


93 


2515 


gi33417011 


Mus musculus 




965 


93 


2515 


gi6330169 


Homo sapiens 


KIAA1 164 protein 


1005 


99 


2516 


gil2857668 


Mus musculus 


unnamed protein product 


123 


43 


2516 


gi26327823 


Mus musculus 


unnamed protein product 


123 


43 


2517 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE 
PROTEIN 


676 


61 


2517 


gi22776354 


Oceanobacillus 
iheyensis HTE831 


acyl-CoA dehydrogenase 


660 


63 


2517 


gi28280023 


Mus musculus 


5730439E10Rik protein 


974 


84 


2518 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYI^COA 
DEHYDROGENASE 
OXIDOREDUCTASE 
PROTEIN 


676 


61 


2518 


gi22776354 


Oceanobacillus 
iheyensis HTE831 


acyl-CoA dehydrogenase 


660 


63 


2518 


gi28280023 


Mus musculus 


5730439E10Rik protein 


974 


84 


2519 


gi 19070124 


Mus musculus 


AF233346 1 zinc transporter- 
like 3 protein 


895 


95 


2519 


gi20563194 


Mus musculus 


AF395840 1 zinc transporter 6 


883 


93 


2519 I 


gi33338012 


Homo sapiens 


AF173387 1 MSTP103 


759 


94 


2520 


gj2 12451 


Gall us gall us 


nonmuscle myosin heavy chain 


182 


20 




glZlZ*f DZ 


Gall us gall us 


nonmuscle myosin heavy chain 


1BZ 


zu 


2520 


gi41 15748 


Bos taurus 


nonmuscle myosin heavy chain 
B 


182 


19 


2521 


gil8605758 


Mus musculus 


9030409G1 IRik protein 


1257 


94 


2521 


gi6526769 


Homo sapiens 


HRIHFB2003 


1200 


96 


2521 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


263 


26 


2524 


gi!3182757 


Homo sapiens 


AF212238 1 HTPAP 


843 


100 


2524 


gi21542541 


Homo sapiens 


Similar to HTPAP protein 


808 


100 


2524 


gi28381093 


Drosophila 


CG12746-PD 


410 


50 
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xilt_UL) 


Species 


Description 


Sjscore 


r ercentage_ 
men my 








melanogaster 








ZjZj 


-Jill 0O*7<*7 

gll51oz /5/ 


Homo sapiens 


AUOIOOIO 1 OTP A P 

ArZ 122 Jo 1 Jrl 1 rWr 


OHJ 


inn 


2525 


m*>1 CyO^/l 1 

gl21j4ZMl 


Homo sapiens 


oimitar to JriirAr proiem 


CAQ 

oOo 


inn 

1UU 


2525 


'OOIOI AOI 


Drosophila 
melanogaster 




ill A 

41U 


JU 


2527 


gil6416764 


Homo sapiens 


AF315594 1 FKSG16 


1027 


100 


2527 


glly 35.5 003 


Mus musculus 


U 1 IJcrtd l oe protein 


33 / 


/II 
*tl 


00*7 

2527 


rri*il 0*71^1*7 

gl31o/3o3/ 


Homo sapiens 


hypothetical protein 


1014. 


inn 


2528 


gllD410/04 


Homo sapiens 


Ar 3 1 i rJvoLiio 


1UZ/ 


i An 

1V/U 


2528 


©19353603 


Mus musculus 


DllErtdl8e protein 


337 


41 


2528 


i 0'*7*)^ , *>*7 

gi3 1873637 


Homo sapiens 


hypothetical protein 


1 A1 A 

1014 


1 AA 
100 


2529 


gi32330803 


Mus musculus 


podocan protein 


i nnc 

ioy> 


OA 

yo 


2529 


gi32330805 


Homo sapiens 


podocan protein 


1 1AC 

1205 


A*7 

y/ 


2529 


gi3786312 


Homo sapiens 


extracellular matrix protein 


281 


33 


2530 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


2913 


99 


2530 


gi2411475 


Homo sapiens 


OB binding protein-2 


2913 


99 


2530 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


2913 


99 


2531 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


2913 


99 


2531 


©2411475 


Homo sapiens 


OB binding protein-2 


2913 


99 


2531 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


2913 


99 


2532 


gil3183078 


Homo sapiens 


AF237652_1 a disintegrin-like 
and metalloprotease domain 
with thrombospondin type I 
motifs-like 3 


602 


74 


2532 


gil509992l 


Homo sapiens 


AF176313_1 ADAM-TS 
related protein 1 


874 


no 
yo 


2532 


•*iAn ot*jca 

gj20987759 


Homo sapiens 


aimilar to ADAM1 a-liKe 1 


OOO 


no 

yy 


2533 


gil78836 


Homo sapiens 


apolipoprotein C-II 


506 


100 


2533 


gj30582255 


Homo sapiens 


apolipoprotein Oil 


500 


99 


2533 


gi757915 


Homo sapiens 


apoCD protein 


506 


100 | 


2534 


giI78836 


Homo sapiens 


apolipoprotein C-II 


506 


100 


2534 


gi30582255 


Homo sapiens 


apolipoprotein C-II 


500 


99 


2534 


gj757915 


Homo sapiens 


apoCU protein 


506 


100 


2536 


gil7389292 


Homo sapiens 


LDL induced EC protein 


914 


98 


2536 


gi5924319 


Homo sapiens 


AF184939J LDL induced EC 
protein 


914 


98 


2536 


gi8518179 


Homo sapiens 


LDL induced endothelial cell 
protein 


941 


76 


2537 


gi28974490 


Homo sapiens 


lipoma HMGIC fusi on-partner- 
like protein 


1071 


100 


2537 


gi30 102428 


Rattus norvegicus 


HMGIC fusion-partner-like 
protein 


1038 


95 


2537 


gl304 11045 


Mus musculus 


bimilar to lipoma HMU1C 
fusion partner 


103/ 


OA 


2538 


gil4603353 


Homo sapiens 


AAH10130 CGI-43 protein 


2362 


94 


2538 


gi23092946 


Drosophila 
melanogaster 


CG14980-PB 


537 


28 


2538 


gi4929555 


Homo sapiens 


AF151801J CGI-43 protein 


2219 


89 


2539 


gil2654633 


Homo sapiens 


Protein inhibitor of activated 
STAT3 


179 


84 


2539 


gil8606318 


Mus musculus 


Protein inhibitor of activated 
STAT 3, isoform 1 


179 


84 
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2539 


gi3058291 1 


Homo sapiens 


protein inhibitor of activated 
STAT3 


179 


84 


2540 


gi27449075 


. 

Oreochromis 

mossambicus 


stearoyl-CoA desaturase 


743 


69 


2540 


gj29294686 


Homo sapiens 


SCD4 protein 


737 


100 


2540 


gi30350098 


Homo sapiens 


AF389338_1 acyl-CoA- 
desaturase 


1016 


100 


2541 


gi 1000867 


Homo sapiens 


DNA mismatch repair protein 


1931 


100 


2541 


gi!000869 


Homo sapiens 


DNA mismatch repair protein 


1931 


100 


2541 


gil8204306 


Homo sapiens 


AAH21566 


1931 


100 


2542 


gil 1862941 


Mus musculus 


DDM36E 


430 


48 


2542 


gi 19570398 


Homo sapiens 


hDDM36 


439 


49 


2542 


gi7650186 


Mus musculus 


AF176694_1 neighbor of Punc 
ell protein 


430 


48 


2543 


gi2 1744725 


Homo sapiens 


AF478693_1 glycosyi- 
phosphatidyl-inositol-MAM 


717 


97 


2543 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


672 


91 


2543 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2544 


gil2276198 


Homo sapiens 


AF333487_1 FKSG40 


543 


96 ! 


2544 


gil2408250 


Homo sapiens 


FKSG28 


543 


96 j 


2544 


gil 8652934 


Xenopus laevis 


Mig30 


514 


48 


2545 


gil6769552 


Drosophila 
melanogaster 


LD38375p 


367 


51 


2545 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


684 


93 


2545 


gi7294027 


Drosophila 
melanogaster 


CG7728-PA 


367 


51 


2546 


gil2842044 


Mus musculus 


unnamed protein product 


375 


72 


2546 


gil8921437 


Mus musculus 


2010004A03Rik protein | 


375 


72 


2546 


gi20987450 


Homo sapiens 


LOC146433 


468 


91 


2547 


gjl016012 


Rattus norvegicus 


neural cell adhesion protein 
BIG-2 precursor 


543 


93 


2547 


gi2689l535 


Homo sapiens 


contactin 4 


570 


100 


2547 


gi298374ll 


Homo sapiens 


BIG-2 


570 


100 


2548 


gi30!02449 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


822 


100 


2548 


gi30908798 


Homo sapiens 


lipoma HMGIC fusion partner- 
like protein 4 


676 


78 


2548 


gi3 0908800 


Rattus norvegicus 


lipoma HMGIC fusion partner- 
like protein 4 


675 


78 




gil 3097705 


Homo sapiens 


AAH03559 , member 3 


237 


52 




gl 1 j'HM'+Z 


Homo sapiens 


alpha 1 -antichymotrypsin 






2549 


gi4165890 


Homo sapiens 


alpha- 1 -antichymotrypsin 
precursor 


237 


52 


2550 


gil850850 


Murid herpesvirus 4 


serine threonine rich 
glycoprotein 


207 


33 


2550 


gi21618556 


Homo sapiens 




4040 


97 


2550 


gi33304372 


Homo sapiens 


tasfan 


4035 


97 


2551 


gil2053849 


Homo sapiens 


DREV protein 


1649 


98 


2551 


gil2053851 


Homo sapiens 


DREV1 protein 


1633 


98 


2551 


gi 12053853 


Homo sapiens 


DREV protein 


1649 


98 
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put m 


species 


T\ pci* m nii n n 


S score 


Percentage 
Identity 




ml 1 QQ077Q 






273 


50 


2553 


gi22760096 


Homo sapiens 


unnamed protein product 


538 


100 




«ri9R97QR11 


nomo Sapiens 


Similar to h vnothetical nrotein 
DKFZp434A171 


515 


97 






ilUJ-IlU SapiCIlo 


niitariv^ nrotetn Irinase 


2419 


99 


2554 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


2419 


99 




tri 89795 57 


tvauus norvegicus 


A 17997741 1 nrntpin V inn op 

WNK1 




96 






nomo sapiens 


pUwUlVC pisjlCul JUUooG 


9419 


99 


2555 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


2419 


99 


2555 


glisz /Zdd/ 


Rattus norvegicus 


Arzz//4i x protein Kinase 
WNK1 


91 AO 


Q6 


ZJJO 




Mus m us cuius 
domesticus 


\Ji\rZ 


11R 


Ov 


2556 




Mus musculus 
domesticus 


\Js\tZ 


1 JO 


Ov 


2556 


gi3599347 


Mus musculus 
domesticus 


ORF2 


138 


60 


2557 


gil5020809 


Takif ugu rubripes 


putative methionyl tRNA 
synthetase 


674 


74 


2557 


gil7861592 


Drosophila 
melanogaster 


GH13807p 


567 


61 


2557 


gi23171238 


Drosophila 
melanogaster 


CG31322-PA 


DO/ 


ol 


2558 


gl 15341975 


Homo sapiens 


A A U1 1 1 0/1 Ci'milnvfnmniftr 

AAJn.13154 Similar to major 
nisxocompaxiDiiiiy complex, 

r1a« TT DP hpta 1 




79 


955R 
ZJJ o 


oil 7180010 


Wnmrt coniVrtc 


A AH1 7Q67 Similar tn matnr 

histocompatibility complex, 
class II, DP beta 1 


814 


100 


AJJO 


<n1RR47Q 


numu cKi^jiciio 


HLA-DPB1 


432 


72 




ai1577Q0Rl 




A AH 14609 


1122 


90 




<H1149717 


Hnmn oanif*Ti«; 


R26660 2 oartialCDS 


967 


86 


95SQ 


oi!47R640 




R 96660 9 nartial CDS 


138 


89 


9560 


m 1 S77Q0R1 


Hnmn canif nc; 


AAH14609 


1122 


90 


9560 


criH49717 


Homr» cnnipnQ 


R96660 9 nartial CDS 


967 


86 




oi147R640 


Homo sapiens 


R 96660 9 nartial CDS 


138 


89 


9561 


oillQOI 167 

gl LJ77 L lUf 




<rialie aeiH-hinHirn* 
immunoelobulin-Iike lectin-Iike 
long splice variant 


661 


99 


2561 


gil4625822 


Homo sapiens 


AF282256 1 Sigjec-Ll 


661 


99 


2561 


gi23272769 


Homo sapiens 


SIGLEC-Uke 1 


661 


99 


2562 


gil5132186 


Homo sapiens 


unnamed protein product 


1122 


88 


2562 


gil5132529 


Homo sapiens 


unnamed protein product 


1122 


88 


2562 


gi21439502 


Homo sapiens 


unnamed protein product 


1122 


88 


2563 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2563 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2563 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin • 


230 


40 


2564 


gi25990364 


Homo sapiens 


AF319622_1 P-glycoprotein 


191 


100 
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SEQ 
ID 


Database 
entry ID 


Description 


Result* 


685 


BL00266 


Somatotropin, prolactin and related hormones 
proteins. 


BL00266A15-.6?»a47£.-n 35-61 


686 


PR00836 


SOMATOTROPIN HORMONE FAMILY 
SIGNATURE 


PR00836A 14.40 2.862e-ll 79-92 
PR00836B 16.59 7.000e-ll 101-119 


686 


BL00266 


Somatotropin, prolactin and related hormones 
proteins. 


BL00266B 24.48 8.714e-21 79-116 
BL00266A 15.69 1.923M4 35-61 
BL00266D 12.72 4.000e-ll 201-224 
BL00266C 13.66 3.700e-10 135-151 


688 


PR00836 


SOMATOTROPIN HORMONE FAMILY 
SIGNATURE 


PR00836B 16.59 2.895e-16 101-119 
PR00836A 14.40 2.800e-13 79-92 


688 


BL00266 


Somatotropin, prolactin and related hormones 
proteins. 


BL00266B 24 48 4 000e-29 79-1 1 6 
BL00266A 15 69 9 000e-19 35-61 
BL00266D 12.72 4.000e-U 201-224 
BL00266C 13.66 4.000e-10 135-151 


689 


BL00284 


Serpins proteins. 


BL00284C 28.56 3.700e-26 185-226 
BL00284E 19.15 1.333e- 17 373-397 
BL00284A 15.64 8.7 14e- 16 77-100 
BL00284D 16.34 7.279e-12 294-320 
BL00284B 17.99 4.825e-10 158-178 


690 


PR00390 


PHOSPHOLJPASE C SIGNATURE 


PR00390A 15.09 1.439e-20 191-209 


690 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 4.971e-09 31-67 


690 


BL00292 


Cyclins proteins. 


BL00292A 22.87 5.114e-09 116-149 


691 


PF00756 


Putative esterase. 


PF00756C 14.12 1.108e-09 438-467 


691 


BL00120 


Lipases, serine proteins. 


BL00120B 1 1.37 4 462e-09 435-449 


693 


PR00573 


INTERLEUKIN 8B RECEPTOR 
SIGNATURE 


PR00573C 9.99 7.300e-10 38-46 


693 


PR00427 


INTERLEUKIN- 8 RECEPTOR 
SIGNATURE 


PR00427A 16.30 9.700e-10 34-48 


694 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238A 11.72 8.200e-16 104-118 
BL01238D 10.19 4.130e-15 248-261 
BL01238C 14.36 6.677e-12 219-240 
BL01238B 10.99 2.071e-10 176-186 


695 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237F 13.57 5.636e-10 239-263 


695 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 5.034e-12 234-260 
BL00237A 27.68 8.600e-10 72-1 1 1 


695 


PR00172 


GLUCOSE TRANSPORTER SIGNATURE 


PR00172C 9.51 2.612e-09 8-28 


696 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 2.080e-ll 175-192 


698 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238A 11.72 4.240e-16 51-65 
BL01238D 10.19 2.703e-14 196-209 
BL01238C 14.36 2.662e-12 167-188 
BL01238B 10.99 6.538e-12 124-134 


700 


BL00037 


Myb DNA-bmding domain proteins repeat 
proteins proteins. 


BL00037A 16.68 3.571e-ll 231-254 


700 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 4.214e-10 184-200 


700 


PR00608 


CLASS E CYTOCHROME C SIGNATURE 


PR00608A 13.74 6.434e-10 118-141 | 


700 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 8.861e-09 123-137 
PR00456E 3.06 9.772e-09 122-136 


701 


PR00O49 | 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 1.000e-09 280-294 


703 


PF00650 


CRAL/TRIO domain proteins. 


PF00650D 24.34 1.776e-12 177-210 


703 


PR00180 


CELLULAR RETINALDEHYDE-BINDING 


PR00180A 10.11 7.231e-ll 37-59 
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TABLE 3A 



SEQ 


Database 


Description 


Result* 


ID 


entry ID 










PROTEIN SIGNATURE 


PR00180D 12.78 9.769e-10 202-221 


705 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 


PR00910A2.51 8.286e-09 756-768 






SIGNATURE 




705 


BL00291 


Prion protein. 


BL00291A4.49 8.552e-09 196-230 


706 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400D 23.26 7.222e-12 251-287 


708 


BL00478 


T.IM domain nroteins 


BL00478B 14.79 3.000e- 12 31-45 


710 


RT j00604 


Qvn antfYnVi win / <ivna"ntfnwrin wotein*! 


BL00604F 5.96 7.718e-10 1379-1423 


710 

/ 1U 


PP 00S94 


PROT FrVSTOTtTNTN TYPF A PFPFPTOP 


PR00524F 5 36 7 415e-09 1220-1233 






STONATTTRF 




71 n 

/ 1U 


T3T ftftOA9 
DIA/UZHZ 


inicgnxu> cupua uiiduu pruicuib. 


BL00242B 8 13 8 615e-09 469-478 


71ft 
/ 1U 


t>T ffcAAOA 


operaCi receptor repeal pruLcmb qoiimiii 


RTH0490A 90 49 1 S71e-1^ 1043-1071 






proteins. 


RTj00490A 90 49 0 0R9fi-1^ 1 19*5-11^ 






RT00490A 90 49 9 O^Re-19 149-170 








RT .00490 A 90 49 4 4£9n_19 714-749 








RT 00490 A 90 49 R 0^9^-1 9 4^4_4R9 
djuviptZua zu.'tz o.yoze-iz hjh-ho^ 








RT O0490 A 90 49 0 1 3Sp_1 9 Q^_Q£1 








RTftft49ftA 90 49 0 R97*» 19 7Q7-R9S 








RT/W\49ftA 9ft 49 1 ^97**- 1 1 909-9^0 
IJJLUU'tZUA ZU.*fZ lOZ/c-11 iwZ-iJU 








RTnfl/tOnA OA AO 1 OO 1 1 1 Rft**_R0.1 








UT/VWl/JftA O/l 4") ^ A1 C*» 11<91 SAQ 

Di-\)\y\z\)j\ zu.4z j.oioe-ii dz io^y 








tjt nftAOftA Oft AO 4 O07*» 1 1 <CRO £17 

DLAj\J e *z\jj\ zu.*»z *f.yz/e-n joy-oi / 








RT ftftAOft A Oft AO £ Aftfto 1 1 £A_09 








tot ftftAOft A 9ft 49 R OHw> 1 1 4^1-470 
UlvUUfZUA ZU.*IZ O.LOOe-11 *K>l-*r/y 








RT ftftAOft A OftAOR£Q1*» 11 119^-1^^1 

oLA/tKtZUA zu.*iz o.oyie-ii i^zj-i^^i 








RT ftftAOft A Oft AO O 1A^*» 11 1O0 007 

iJ-LiUWZUA zu.*tZ y.^tDe-x l iyy-zz/ 








t>t nnAon a on ao o /so^o i ft oaa_oto 
oLAJiFtZUA zu.4Z z.oz3e-iu y^w-y/z 








TJT ftftAOft A Oft AO O O0ft*> 1ft1ftft_10R 
DlAflKtZUA ZU.**Z Z. / /1/e-lU 1UIA-1Z6 








TJT ftftAOft A Oft AO O 77ft*» 1 ft RAO ROft 








tj>t AftAOftA Oft AO O 01 R#»^1ft 741 7A0 








UT 00490 A Oft 49 4 OQRf> 1 0 1 1 V7 1 1 








t>t nnA9ftA 9ft 49 4 O.Q^*» 1ft ^0^794 

DJ-fUU*tzuA zu.*fz *».j7je-iu oyo-/z*f 








RT 0O490A 9ft 49 4 541*»_10 1 170-1 10R 








RT 0O490 A 90 49 S 970<*-10 104^- 1074 








RT/1O490A 90 49 S 49/v%-10 90fi-^94 
I31A/V/ t tZU/\ ZU.HZ J.HZOC-lU zyo-ozH 








T4T/1ft49ftA 9ft 49 ^ 49fie-10 1 140-1 177 
OlAJvPrZl//\. ZU.4Z J.*rZOe-lU 1 i*ty-i 1 / / 








RT/10490A 90 49 f\ 7^4p_10 747-77^ 








RT :0049ft A 90 49 7*^4r_1 0 1 0fil -1 0R0 








RTft049ftA 9ft 49 /i Qft9«-10 1 9751-1 ^ft/I 
hjuji/hzua zu.*»z o.yuze~iu IZ /O-I-jLK) 








RT/i049ftA 90 49 7 04Q*»- 1ft fi94-/iS9 








RT /10490 A 90 49 7 409r-10 10S^-10R^ 








RT/M\190A 90 49 R 0R9p-10 10^7 lOfiS 








RT ftf\490A 90 49 R ^9S<»-10 R^I^R/wl 








RT .00490 A 90 49 R £79 a- 10 1 5?7-9 1 S 








BL00420A 20.42 8.672e-10 598-626 








BL00420A 20.42 8.820e-10 139-167 








BL00420A 20.42 8.820e-10 896-924 








BL00420A 20.42 8.967e-10 717-745 








BL00420A 20.42 9.1 15e-10 314-342 








BL00420A 20.42 9.705e-10 923-951 








BL00420A 20.42 9.852e-10 369-397 








BL00420A 20.42 9.852e-10 806-834 








BL00420A 20.42 9.852e-10 1179-1207 
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SEQ 
ID 



Database 
entry ID 



Description 



Result* 



BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 
BL00420A 20.42 



1.138e-09 863-891 
1.415e-09 509-537 
1.415e-09 530-558 
2.523&-09 857-885 
2.800e-09 1182-1210 
2.938e-09 1426-1454 
3.077e-09 630-658 
3.354e-09 103-131 
3.492e-09 782-810 
3.492e-09 1064-1092 
3.631e-09 860-888 
3.769e-09 920-948 
4.185e-09 869-897 
4.600e-09 518-546 
5.015e-09 1317-1345 
5.292e-09 524-552 
5.431e-09 633-661 
5.569e-09 729-757 
5.569e-09 824-852 
5.569e-09 1049-1077 
6.123e-09 366-394 
6.262e-09 491-519 
6.538e-09 914-942 
6.954e-09 566-594 
6.954e-09 711-739 
6.954e-09 893-921 
7.369e-09 818-846 
7.923e-09 1471-1499 
8.062e-09 735-763 
8.477e-09 1347-1375 
8.754e-09 1095-1123 
9.03 le-09 61-89 
9.308e-09 311-339 
9.308e-09 938-966 
9.446e-09 1299-1327 
9.585e-09 363-391 
9.723e-09 794-822 
9.862e-09 1302-1330 



710 



BL01113 



Clq domain proteins. 



BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 



17.99 1.290e-15 
17.99 6.455e-14 
17.99 8.909e-14 
17.99 8.909e-14 
17.99 8.909e-14 
17.99 3.676e-13 
17.99 5.622e-13 
17.99 8.054e-13 
17.99 9.514e-13 
17.99 9.757e-13 
17.99 1.923e-12 
17.99 2.154e-12 
17.99 2.615e-12 
17.99 3.077e-12 



423-449 

1170-1196 

509-535 

812-838 

815-841 

854-880 

1040-1066 

788-814 

589-615 

363-389 

1405-1431 

845-871 

932-958 

953-979 
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entry ID 
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BL01113A 17.99 3308e-12 524-550 
BL01113A 17.99 3.769&-12 566-592 
BLOl 1 13A 17.99 3.769e-12 797-823 
BL01113A 17.99 4.231e-12 624-650 
BL01113A 17.99 4.462e-12 1242-1268 
BL01113A 17.99 5.154e-12 639-665 
BLOl 113A 17.99 5.846e-12 779-805 
BL01113A 17.99 6.308e-12 598-624 
BLOl 1 13A 17.99 6.538e-12 923-949 
BL01113A 17.99 6.538e-12 1046-1072 
BL01113A 17.99 7.462e-12 112-138 
BL01113A 17.99 7.692e-12 705-731 
BL01113A 17.99 8.615e-12 211-237 
BL01113A 17.99 8.846e-12 196-222 
BL01113A 17.99 9.769e-12 460-486 
BL01113A 17.99 1.000e-ll 1296-1322 
BL01113A 17.99 1.205e-U 1043-1069 
BL01113A 17.99 1.409e-ll 821-847 
BL01113A 17.99 1.614e-ll 1182-1208 
BL01113A 17.99 1.818e-ll 747-773 
BL01113A 17.99 3.659e-ll 451-477 
BL01113A 17.99 4.273e-ll 914-940 
BL01113A 17.99 4.477e-ll 836-862 
BL01113A 17.99 4.886e-ll 729-755 
BL01113A 17.99 5.091e-l 1 744-770 
BL01113A 17.99 5.091e-ll 1179-1205 
BL01113A 17.99 5.500e-ll 633-659 
BL01113A 17.99 5.500e-ll 714-740 
BL01U3A 17.99 6.523e-ll 1468-1494 
BL01113A 17.99 6.727e-ll 205-231 
BL01113A 17.99 6.727e-ll 824-850 
BL01113A 17.99 7.341e-ll 1423-1449 
BL01113A 17.99 8.364e-ll 595-621 
BL01113A 17.99 9.386e-ll 687-713 
BL01113A 17.99 9.795e-ll 690-716 
BL01113A 17.99 l.OOOe- 10 806-832 
BL01113A 17.99 1.383e- 10 494-520 
BL01113A 17.99 1.383e-10 803-829 
BLOl 1 13A 17.99 1.766e-10 560-586 ; 
BL01113A 17.99 1.766e-10 1414-1440 
BL01113A 17.99 2. 149e- 10 938-964 
BLOl 1 13A 17.99 2.340e-10 208-234 
BLOl 1 13A 17.99 2.723e-10 64-90 
BLOl 1 13A 17 99 2 915e-10 372-^98 
BL01113A 17.99 2.915e-10 592-618 
BL01113A 17.99 2.915e-10 1368-1394 
BL01113A 17.99 3.298e-10 750-776 
BL01113A 17.99 3.872e-10 518-544 
BL01113A 17.99 5.404e-10 842-868 
BL01113A 17.99 5.596e-10 857-883 
BL01113A 17.99 6. 170e- 10 794-820 
BL01113A 17.99 6.745e-10 148-174 
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BL01113A 17.99 6.745e~10 202-228 
BL01113A 17.99 6.745e-10 1251-1277 
BL01113A 17.99 7.319e-10 929-955 
BL01113A 17.99 7.319e-10 1305-1331 
BL01113A 17.99 7.5 lie- 10 432-458 
BL01113A 17.99 7.702e-10 563-589 
BL01113A 17.99 7.702e-10 896-922 
BL01113A 17.99 8.085e-10 1176-1202 
BL01113A 17.99 8.277e-10 296-322 
BL01113A 17.99 8.660e-10 1317-1343 
BL01113A 17.99 9.234e-10 121-147 
BL01113A 17.99 9.426e-10 863-889 
BL01113A 17.99 1.346e-09 426-452 
BL01113A 17.99 1. 5 19e-09 454-480 
BL01113A 17.99 1.692e-09 500-526 
BL01113A 17.99 1.692e-09 911-937 
BL01113A 17.99 1.865e-09 782-808 
BL01113A 17.99 2.038e-09 1284-1310 
BL01113A 17.99 2.212e~09 94-120 
BL01113A 17.99 2.212e-09 1365-1391 
BL01113A 17.99 2.385e-09 604-630 
BL01113A 17.99 2.385e-09 893-919 
BL01113A 17.99 2.385e-09 1098-1124 
BL01113A 17.99 2.731e-09 1161-1187 
BL01113A 17.99 2.904e-09 1465-1491 
BLOl 113A 17.99 3.077e-09 506-532 
BL01113A 17.99 3.423e-09 1143-1169 
BL01113A 17.99 3.423e-09 1320-1346 
BL01113A 17.99 3.769e-09 1408-1434 
BL01113A 17.99 3.769e-09 1462-1488 
BLOl 1 13A 17.99 3.942e-09 366-392 
BLOl 1 13A 17.99 3.942e-09 902-928 
BL01113A 17.99 3.942e-09 1037-1063 
BL01113A 17.99 3.942e-09 1185-1211 
BL01113A 17.99 4.115e-09 1290-1316 
BLOl 113A 17.99 4.462e-09 557-583 
BL0U13A 17.99 4.462e-09 575-601 
BL01113A 17.99 4.981e-09 1055-1081 
BL01113A 17.99 5.154e-09 533-559 
BL01113A 17.99 5.327e-09 678-704 
BL01113A 17.99 5.327e-09 1031-1057 
BL01113A 17.99 5.500e-09 187-213 
BL01113A 17.99 5.500e-09 497-523 

BL01113A 17.99 5.673e-09 329-355 
BL01113A 17.99 5.673e-09 899-925 
BL01113A 17.99 6.192&-09 1006-1032 
BL01113A 17.99 6.192e-09 1155-1181 
BL01113A 17.99 6.365e-09 681-707 
BL01113A 17.99 6.538e-09 723-749 
BL01113A 17.99 6.538e-09 833-859 
BL01113A 17.99 6.712e-09 199-225 
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TABLE 3 A 



SEQ 

n> 



Database 
entry IP 



Description 



Result* 



BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 



17.99 6.712e-09 
17.99 6.885e-09 
17.99 7.058e-09 
17.99 7.058e-09 
17.99 7.231e-09 
17.99 7.404e-09 
17.99 7.750e-09 
17.99 7.923e-09 
17.99 8.096e-09 
17.99 8.269e-09 
17.99 8.269e-09 
17.99 9.308e-09 
17.99 9.308e-09 
17.99 9.654e-09 
17.99 1.000e-08 
17.99 1.000e-08 



720-746 

839-865 

145-171 

190-216 

1236-1262 

830-856 

684-710 

905-931 

696-722 

630-656 

1257-1283 

299-325 

944-970 

457-483 

67-93 

908-934 



711 



PR00010 



TYPE n EGF-UKE SIGNATURE 



PR00010C 11.16 4.545e-10 211-221 



711 



PD02283 



PROTEIN SPORULATION REPEAT 
PRECU. 



PD02283C 17.54 9.408e-10 3649-3676 



711 



PR00873 



ECfflNODDEA (SEA URCHIN) 
METALLOTfflONEIN SIGNATURE 



PR00873D 8.43 5.500e-09 4326-4344 



711 



PR00907 



THROMBOMODULIN SIGNATURE 



PR00907B 11.29 
PR00907B 11.29 



4.974e-10 4218-4234 
5.720e-09 162-178 



711 



BL00425 



Arthropod defensins proteins. 



BL00425 10.48 5.781e-09 1216-1234 



711 



PR00261 



LOW DENSITY LIPOPROTEIN (LDL) 
RECEPTOR SIGNATURE 



PR00261C 11.37 
PR00261D 12.47 
PR00261B 14.12 
PR00261B 14.12 
PR00261B 14.12 
PR00261C 11.37 
PR00261A 11.02 
PR00261A11.02 
PR00261B 14.12 
PR00261D 12.47 
PR00261B 14.12 
PR00261B 14.12 
PR00261A 11.02 
PR00261D 12.47 
PR00261D 12.47 
PR00261C 11.37 
PR00261A11.02 
PR00261C 11.37 
PR00261A 11.02 
PR00261C 11.37 
PR00261C 11.37 
PR00261A 11.02 
PR00261D 12.47 
PR00261D 12.47 
PR00261C 11.37 
PR00261C 11.37 
PR00261C 11.37 
PR00261D 12.47 



4.000e-20 
5.125e-20 
5.588e-20 
9.294e-20 
2.667e-19 
3.250e-19 
7.058e-19 
8.615e-19 
9.500e-19 
1.500e-18 
2.263e-18 
2.421e-18 
2.833e-18 
3.000e-18 
3.167e-18 
3.618e-18 
5.000e-18 
5.582e-18 
6.000e-18 
6.236e-18 
6.891e-18 
7.000e-18 
8.167e-18 
8.333e-18 
8.527e-18 
9.018e-18 
1.310e-17 
2.579e-17 



1015-1036 

892-913 

3600-3621 

1101-1122 

1053-1074 

2852-2873 

1101-1122 

1015-1036 

933-954 

3721-3742 

3523-3544 

2729-2750 

1144-1165 

1015-1036 

1053-1074 

1053-1074 

3600-3621 

2809-2830 

1053-1074 

1101-1122 

3562-3583 

892-913 

1144-1165 

1101-1122 

3484-3505 

2767-2788 

1144-1165 

3600-3621 
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TABLE 3 A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 








PR00261B 14.12 2.650e-17 3680-3701 
PR00261D 12.47 2.737e-17 3680-3701 
PR00261C 11.37 3.017e-17 892-913 
PR00261B 14.12 3.250e-17 892-913 
PR00261A 11.024.158e-17 3562-3583 
PR00261F 11.57 5.673e-17 2938-2959 
PR00261A 11.02 6.368e-17 2809-2830 
PR00261A 11.02 6.684e-17 3680-3701 
PR00261A 11.02 6.842e-17 3364-3385 
PR00261C 11.37 8.138e-17 3680-3701 
PR00261A 11.02 8.895e-17 2729-2750 
PR00261C 11.37 9.845e-17 974-995 
PR00261D 12.47 1.153e- 16 2767-2788 
PR00261D 12.47 1.153e-16 3364-3385 
PR00261F 11.57 1.321e-16 1015-1036 
PR00261D 12.47 1.610e-16 2687-2708 
PR00261D 12.47 1.915e-16 974-995 
PR00261F 11.57 1.964e- 16 2599-2620 
PR00261D 12.47 2.831e-16 2852-2873 
PR00261B 14.12 2.887e-16 3364-3385 
PR00261B 14. 12 3.032e-16 2809-2830 
PR00261A 11.02 3.136e-16 80-101 
PR00261D 12.47 3.441e-16 2809-2830 
PR00261D 12.47 3.441e-16 3484-3505 
PR00261C 1 1.37 3.951e-16 2938-2959 
PR00261C 11.37 4.246e-16 80-101 
PR00261D 12.47 4.356e-16 3523-3544 
PR00261E 11.08 5.000e-16 892-913 
PR00261C 11.37 5.279e-16 2729-2750 
PR00261D 12.47 7.407e-16 80-101 
PR00261E 11.08 7.500e-16 3680-3701 
PR00261B 14.12 7.532e- 16 2767-2788 
PR00261A 11.02 7.712e-16 3484-3505 
PR00261F 11.57 8.071e-16 1053-1074 
PR00261B 14.12 8.403e-16 1015-1036 
PR00261C 11.37 8.525e-16 3364-3385 
PR00261F 11.57 8.714e-16 3809-3830 
PR00261A 11.02 8.932e-16 2767-2788 
PR00261F 11.57 9.357e-16 3523-3544 
PR00261D 12.47 1.429e-15 2599-2620 
PR00261B 14.12 1.554e-15 1144-1165 
PR00261A 11.02 1.726e-15 2852-2873 
PR00261D 12.47 1.857e-15 933-954 
PR00261C 11.37 2.000e-15 3523-3544 
PR00261B 14.12 2.108e-15 2599-2620 
PR00261B 14.12 2.246e-15 974-995 
PR00261F 11.57 2.397e-15 3444-3465 
PR00261D 12.47 2.714e-15 3404-3425 
PR00261E 11.08 3.211e-15 974-995 
PR00261A 11.02 3.323e-15 2687-2708 
PR00261E 11.08 3.526e-15 1053-1074 
PR00261D 12.47 4.429e-15 3562-3583 
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TABLE 3 A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 








PR00261E 11.08 4.632e-15 1015-1036 
PR00261D 12.47 5.000e- 15 2938-2959 
PR00261C 11.37 5.286e-15 3404-3425 
PR00261E 11.08 5.579e-15 2599-2620 
PR00261A 11.02 5.645e-15 3523-3544 
PR00261F 11.57 5.966e-15 2638-2659 
PR00261B 14.12 6.262e-15 2938-2959 
PR00261F 11.57 6.276e-15 2852-2873 
PR00261C 11.37 6.286e-15 2638-2659 
PR00261E 11.08 6.684e-15 1101-1122 
PR00261C 11.37 7.286e-15 3809-3830 
PR00261B 14.12 8.062e-15 3444-3465 
PR00261E 11.08 8.421e-15 1144-1165 
PR00261F 11.57 9.690e-15 2767-2788 
PR00261B 14.12 1.000e-14 80-101 
PR00261F 11.57 1.145e- 14 974-995 
PR00261F 11.57 1.581e-14 3364-3385 
PR00261A 1 1.02 2.246e-14 933-954 
PR00261C 11.37 2.478e-14 3641-3662 
PR00261B 14.12 2.853e-14 3721-3742 
PR00261A 11.02 3.631e-14 2938-2959 
PR00261D 12.47 3.813e-14 2729-2750 
PR00261D 12.47 3.813e-14 3809-3830 
PR00261E 11.08 3.850e- 14 2767-2788 
PR00261E 11.08 4.300e-14 2729-2750 
PR00261C 11.37 4.358e-14 3444-3465 
PR00261E 11.08 4.450e-14 2938-2959 
PR00261D 12.47 4.797e-14 2558-2579 
PR00261E 11.08 4.900e-14 3809-3830 
PR00261F 11.57 4.919e-14 1101-1122 
PR00261F 11.57 5.355e-14 3641-3662 
PR00261C 11.37 6.104e-14 2599-2620 
PR00261E 11.08 6.400e-14 3641-3662 
PR00261A 1 1.02 7.092e-14 3809-3830 
PR00261B 14.12 7.221e-14 3809-3830 
PR00261B 14.12 7.353e-14 3641-3662 
PR00261F 11.57 7.823e-14 1144-1165 
PR00261B 14.12 7.882e-14 2687-2708 
PR00261E 11.08 8.350e-14 3721-3742 
PR00261E 11.08 8.650e-14 2809-2830 
PR00261D 12.47 9.016e-14 3641-3662 
PR00261C 11.37 9.328e-14 3721-3742 
PR00261D 12.47 9.719e-14 2638-2659 
PR00261C 11.37 1.522e-13 3600-3621 
PR00261F 11.57 2.688e-13 2729-2750 
PR00261E 11.08 2.828e-13 3404-3425 
PR00261A 11.02 2.853e-13 2558-2579 
PR00261B 14.12 2.901e-13 2852-2873 
PR00261E 11.08 2.969e-13 2852-2873 
PR00261E 11.08 2.969e-13 3764-3785 
PR00261A 1 1.02 3.515e-13 974-995 
PR00261C 11.37 3.609e-13 2687-2708 
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SEQ 
ID 


Database 
entry ID 
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Result* 








PR00261E 11.08 3.813e-13 3364-3385 
PR00261A 11.02 3.912e-13 3721-3742 
PR00261E 11.08 4.094e-13 1185-1206 
PR00261E 11.08 4.094e-13 2638-2659 
PR00261A 11.02 6.162e-13 3404-3425 
PR00261A 11.02 6.956e-13 2893-2914 
PR00261E 11.08 7.328e-13 3523-3544 
PR00261A 11.02 7.485e-13 2599-2620 
PR00261F 11.57 7.891e-13 2558-2579 
PR00261B 14.12 7.972e-13 2638-2659 
PR00261E 11.08 9.016e-13 3562-3583 
PR00261E 11.08 9.297e-13 2558-2579 
PR00261F 1 1 .57 9.578e-13 3404-3425 1 
PR00261F 11.57 9.578e-13 3680-3701 
PR00261D 12.47 1.254e- 12 3444-3465 
PR00261F 11.57 1.265e-12 2809-2830 
PR00261C 11.37 1.370e-12 933-954 
PR00261E 11.08 1.545e-12 2687-2708 
PR00261F 11.57 1.926e-12 3562-3583 
PR00261F 1 1.57 2.456e-12 3721-3742 
PR00261B 14.12 2.603e- 12 3562-3583 
PR00261F 11.57 3.382e-12 1185-1206 
PR00261B 14.12 4.205e-12 3404-3425 
PR00261E 11.08 4.955e-12 2893-2914 
PR00261A 11.02 5.310e-12 3641-3662 
PR00261C 11.37 6.178e-12 125-146 
PR00261C 11.37 6.301e-12 1185-1206 
PR00261F 11.57 8.147e-12 3484-3505 
PR00261E 11.08 8.364e-12 80-101 
PR00261E 11.08 8.500e-12 125-146 
PR00261B 14.12 8.644e- 12 3484-3505 
PR00261F 11.57 8.676e-12 892-913 
PR00261D 12.47 9.493e-12 2893-2914 
PR00261A 11.02 1.365e-ll 3444-3465 
PR00261F 11.57 1.625e-U 3764-3785 
PR00261E 11.08 1.643e-ll 3484-3505 
PR00261E 11.08 1.771e-ll 3600-3621 
PR00261A 11.02 2.581e-ll 2638-2659 
PR00261A 11.02 2.824e-ll 1185-1206 
PR00261F 11.57 3.500e-ll 933-954 
PR00261C 11.37 5.263e-ll 2558-2579 
PR00261F 11.57 5.375e-ll 2687-2708 
PR00261D 12.47 7.081e-ll 125-146 
PR00261A 11.02 7.811e-ll 125-146 
PR00261F 11.57 8.500e-ll 3600-3621 
PR00261E 11.08 9.871e-ll 3444-3465 
PR00261F 11.57 2.320e-10 80-101 
PR00261F 11.57 2.920e-10 125-146 
PR00261C 11.37 3.813e-10 2893-2914 
PR00261B 14.12 5.111e-10 2558-2579 
PR00261D 12.47 6.377e-10 3764-3785 
PR00261D 12.47 6.610e-10 1185-1206 
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ID 



Database 
entry ID 



Description 



Result* 



PR00261B 14.12 7.667e-10 125-146 
PR00261B 14.12 8.889e-10 1185-1206 
PR00261A 11.02 8.962e-10 3764-3785 
PR00261E 11.08 9. 137e-10 933-954 
PR00261B 14.12 1.321e-09 2893-2914 
PR00261C 11.37 7.429e-09 3764-3785 



711 



BL01177 



Anaphylatoxin domain proteins. 



BL01 177C 17.39 7.429e-09 2973-2991 
BL01177C 17.39 8.286e-09 200-218 



711 



BL00799 



Granulins proteins. 



BL00799E 14.64 8.627e-09 1201-1249 



711 



PR00764 



COMPLEMENT C9 SIGNATURE 



PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 
PR00764B 



13.56 3.593e-15 
13.56 2.227e-13 
13.56 8.091e-13 
13.56 5.565e-12 
13.56 7.652e-12 
13.56 8.043e-12 
13.56 2.250e-ll 
13.56 4.000e-ll 
13.56 4.500e-ll 
13.56 6.000e-ll 
13.56 7.125e-ll 
13.56 8.875e-ll 
13.56 9.625e-ll 
13.56 6.377e-10 
13.56 1.338e-09 
13.56 1.563e-09 
13.56 3.025e-09 
13.56 3.925e-09 
13.56 5.388e-09 
13.56 6.963e-09 
13.56 8.425e-09 
13.56 8.763e-09 



1048-1068 

3636-3656 

1139-1159 

928-948 

1010-1030 

3399-3419 

3595-3615 

3557-3577 

2762-2782 

969-989 

2633-2653 

2724-2744 

887-907 

2804-2824 

3479-3499 

120-140 

3439-3459 

75-95 

2594-2614 

2553-2573 

2933-2953 

3518-3538 



711 



BL0U87 



Calcium-binding EGF-like domain proteins 
pattern proteins. 



BL01187B 12.04 8.412e-15 206-221 
BL01187B 12.04 2.333e- 12 3019-3034 
BL01187B 12.04 7.300e-ll 3895-3910 
BL01187B 12.04 4.600e-10 2979-2994 
BL01 187B 12.04 4.825e-09 3855-3870 
BL01 187A 9.98 5.500e-09 3003-3014 
BL01 187A 9.98 9.625e-09 190-201 



711 



BL01209 



LDL-receptor class A (LDLRA) domain 
proteins. 



BL01209 9. 
BL01209 9. 
BL01209 9. 
BL01209 9. 
BL01209 9. 
BL01209 9 
BL01209 9 
BL01209 9. 
BL01209 9. 
BL01209 9. 
BL01209 9. 
BL01209 9. 
BL01209 9 
BL01209 9. 



31 8.313e-16 
31 9.438e-16 
313.368e-15 
313.842e-15 
314.316e-15 
31 4.000e-14 
31 4.000e-14 
31 5.125e-14 
31 5.500e-14 
31 7.750e-14 
31 8.125e-14 
31 9.250e-14 
31 1.000e-13 
31 6.700e-13 



89-101 

1062-1074 

2818-2830 

1110-1122 

901-913 

2608-2620 

3413-3425 

3571-3583 

1194-1206 

2902-2914 

3650-3662 

1153-1165 

3730-3742 

2738-2750 
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SEQ 
ID 



Database 
entry ID 
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Result* 



BL01209 9.317. 
BL01209 9.31 8. 
BL01209 9.313. 
BL01209 9.317. 
BL012099.318. 
BL012099.318. 
BL012099.31 1. 
BL01209 9.31 3. 
BL01209 9.315. 
BL01209 9.316. 
BL01209 9.316. 
BL01209 9.319. 
BL012099.31 1. 
BL012099.313. 
BL012099.314, 
BL012099.314. 
BL01209 9.317. 
BL01209 9.319. 



000e-13 3689-3701 
500e-13 2696-2708 
605e-12 2567-2579 
632e-12 3453-3465 
105e-12 2776-2788 
579e-12 1024-1036 
196e-l 12861-2873 
543e-ll 134-146 
109e-l 13373-3385 
087e-l 12947-2959 
478e-l 13609-3621 
413e-l 1 3773-3785 
346e-10 3818-3830 
769e-10 3493-3505 
115e-10 3532-3544 
981e-10 942-954 
231e-10 983-995 
679e-09 2647-2659 



711 



PR00054 



FUNGAL ZN-CYS BINUCLEAR 
CLUSTER SIGNATURE 



PR00054B 8.73 1.000e-08 3605-3611 



712 



BL01209 



LDL-receptor class A (LDLRA) domain 
proteins. 



BL01209 9 
BL01209 9 



.31 8.313e-16 89-101 
313.543e-ll 134-146 



712 



PR00261 



LOW DENSITY LIPOPROTEIN (LDL) 
RECEPTOR SIGNATURE 



PR00261A 11.02 3.288e-16 80-101 
PR00261C 11.37 9.115e-16 80-101 
PR00261D 12.47 3.286e-15 80-101 
PR00261B 14.12 5.985e-15 80-101 
PR00261C 11.37 6.178e-12 125-146 
PR00261E 11.08 8.227e-12 80-101 
PR00261E 11.08 8.500e-12 125-146 
PR00261F 11.57 6.875e-ll 80-101 
PR00261D 12.47 7.081e-ll 125-146 
PR00261A 11.02 7.811e-ll 125-146 
PR00261F 11.57 2.920e-10 125-146 
PR00261B 14.12 7.667e-10 125-146 



712 



PR00764 



COMPLEMENT C9 SIGNATURE 



PR00764B 13.56 1.563e-09 120-140 



712 



PR00907 



THROMBOMODULIN SIGNATURE 



PR00907B 11.29 5.720e-09 162-178 



714 



BL00232 



Cadherins extracellular repeat proteins 
domain proteins. 



BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232C 
BL00232C 
BL00232C 
BL00232C 
BL00232C 



32.79 2.765e-25 
32.79 8.263e-22 
32.79 4.571e-19 
32.79 8.857e-19 
32.79 2.662e-18 
32.79 5.292e-18 
32.79 9.585e-18 
32.79 1.265e-17 
32.79 1.529e-17 
32.79 2.588e-17 
32.79 1.386e-16 
10.65 5.390e-12 
10.65 1.391e-ll 
10.65 2.174e-ll 
10.65 4.522e-ll 
10.65 4.115e-10 



233-280 

458-505 

1193-1240 

1083-1130 

1403-1450 

979-1026 

1298-1345 

672-719 

118-165 

776-823 

876-923 

1081-1098 

334-351 

1296-1313 

1401-1418 

977-994 
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BL00232B 32.79 7.200e-10 341-388 
BL00232C 10.65 9.827e~10 670-687 
BL00232C 10.65 4.474e-09 874-891 
BL00232C 10.65 8.737e-09 231-248 



714 



PR00205 



CADHERIN SIGNATURE 



PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR0O205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 



11.39 4.353e-ll 
11.39 4.529e-ll 
11.39 7.529e-ll 
11.39 1.655e-10 
11.39 4.764e-10 
11.39 5.091e-10 
11.39 6.400e-10 
11.39 1.000e-09 
11.39 1.763e-09 
11.39 7.712e-09 
11.39 9.085e-09 



977-994 

231-248 

1081-1098 

1296-1313 

1191-1208 

1401-1418 

456-473 

334-351 

874-891 

563-580 

670-687 



715 



BL00232 



Cadherins extracellular repeat proteins 
domain proteins. 



BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232C 
BL00232C 
BL00232C 
BL00232C 
BL00232C 
BL00232B 
BL00232C 
BL00232C 
BL00232C 



32.79 2.765e-25 
32.79 8.263e-22 
32.79 4.571e-19 
32.79 8.857e-19 
32.79 2.662e-18 
32.79 5.292e~18 
32.79 9.585e-18 
32.79 1.265e-17 
32.79 1.529e-17 
32.79 2.588e-17 
32.79 1.386e-16 
10.65 5.390e-12 
10.65 1.391e-ll 
10.65 2.174e-ll 
10.65 4.522e-ll 
10.65 4.115e-10 
32.79 7.200e-10 
10.65 9.827e-10 
10.65 4.474e-09 
10.65 8.737e-09 



233-280 . 

458-505 

1193-1240 

1083-1130 

1403-1450 

979-1026 

1298-1345 

672-719 

118-165 

776-823 

876-923 

1081-1098 

334-351 

1296-1313 

1401-1418 

977-994 

341-388 

670-687 

874-891 

231-248 



715 



PR00205 



CADHERIN SIGNATURE 



PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 
PR00205B 



11.39 4.353e-ll 
11.39 4.529e-ll 
11.39 7.529e-ll 
11.39 1.655e-10 
11.39 4.764e-10 
11.39 5.091e-10 
11.39 6.400e-10 
11.39 1.000e-09 
11.39 1.763e-09 
11.39 7.712e-09 
11.39 9.085e-09 



977-994 

231-248 

1081-1098 

1296-1313 

1191-1208 

1401-1418 

456-473 

334-351 

874-891 

563-580 

670-687 



716 



BLOO708 



Prolyl endopeptidase family serine proteins. 



BL00708B 24.91 7.197e~12 706-736 



716 



PF00930 



Dipeptidyl peptidase IV (DPP IV) N-terrninal 
region. 



PF009301 15.96 6.373e-17 748-775 
PF00930H 20.16 2.482e-13 669-711 
PF00930J8.78 1.000e-ll 800-820 
PF00930G 21.30 9.613e-09 629-666 



717 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 16.07 3.118e-14 156-172 
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BL00028 16.07 1.900e-13 352-368 i 
BL00028 16.07 2.565e-12 240-256 
BL00028 16.07 4. 130e-12 212-228 
BL00028 16.07 8.435e-12 324-340 
BL00028 16.07 5.154e-ll 268-284 
BL00028 16.07 6.192e-ll 296-312 
BL00028 16.07 6.885e-ll 184-200 


71 7 
fit 


J\L/UUUOO 


PP. fYTTiTNr 7TNJP TTTTSinFT? A/TFTAT RTMHT 


PD00066 13.92 4.857e-12 200-212 
PD00066 13.92 5.286e-12 228-240 
PD00066 13.92 6.143e-12 340-352 
PD00066 13.92 7.000e-12 256-268 
PD00066 13.92 2.957e-ll 312-324 
PD00066 13.92 5.304e-ll 50-62 
PD00066 13.92 7.231e-10 78-90 
PD00066 13.92 3.100e-09 284-296 


717 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.909e-15 321-334 
PR00048A 10.52 1.000e-14 181-194 
PR00048A 10.52 l.OOOe- 14 349-362 
PR00048A 10.52 3.571e-13 237-250 
PR00048A 10.52 4.857e-13 153-166 

DUAHA/IQ A in ^1 1 QA'Ia 11 1AO OOO 

rKUUU4<$A lU.Dz i.y4/e-ii zuy-zzz 
PR00048A 10.52 3.842e-ll 265-278 

PR00048B 6.02 9.308e-ll 197-206 
PR00048B 6.02 6.063e-10 225-234 
PR00048B 6.02 6.063e-10 365-374 
PR00048B 6.02 8.875e-10 169-178 
PR00048B 6.02 5.737e-09 337-346 
PR00048B 6.02 9.053e-09 309-318 


718 


DM01206 


CORONAVIRUS NUCLEOCAPSID 
PROTEIN. 


DM01206B 10.69 3.278e-09 70-89 
DM01206B 10.69 4.418e-09 105-124 


718 


BL00048 


Protamine PI proteins. 


BL00048 6.39 7.107e-16 64-90 BL00048 
6.39 9.196e-16 63-89 BL00048 6.39 
1.132e-12 62-88 BL00048 6.39 2.059e- 
12 66-92 BL00048 6.39 3.250e-12 65-91 
BL00048 6.39 7.618e-12 92-118 
BL00048 6.39 2.625e-ll 60-86 BL00048 
6.39 6.500e-ll 113-139 BL00048 6.39 
6.750e-ll 78-104 BL00048 6.39 6.875e- 
11 104-130 BL00048 6.39 7.125e-ll 
112-138 BL00048 6.39 8.625e-ll 74-100 
BL00048 6.39 2.539e-10 108-134 
BL00048 6 39 4 434e-10 61-87 BL00048 
6.39 5.855e-10 110-136 BL00048 6.39 
6.921e-10 98-124 BL00048 6.39 7.158e- 
10109-135 BL00048 6.39 7.750e-10 97- 
123 BL00048 6.39 8.105e-10 79-105 
BL00048 6.39 8.579e-10 19-45 BL00048 
6.39 8.934e-10 94-120 BL00048 6.39 
9.526e-10 103-129 BL00048 6.39 
1.675e-09 101-127 BL00048 6.39 
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1.900e-09 73-99 BL00048 6.39 3.250e- 
09 81-107 BL00048 6.39 3.475e-09 111- 
137 BL00048 6.39 3.700e-09 82-108 
BL00048 6.39 3.700e-09 96-122 
BL00048 6.39 4.263e-09 99-125 
BL00048 6.39 5.163e-09 107-133 
BL00048 6.39 5.275e-09 67-93 BL00048 

5.388e-09 49-75 BL00048 6.39 6.738e- 
09 116-142 BL00048 6.39 7.975e-09 
124-150 BL00048 6.39 8.650e-09 52-78 
BL00048 6.39 8.763e-09 18-44 BL00048 
6.39 9. 100e-09 21-47 BL00048 6.39 
9 550e-09 76-102 BL00048 6 39 9 550e- 
09 100-126 BL00048 6.39 9.663e-09 
102-128 BL00048 6.39 1.000e-08 77-103 


720 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 5.875e-20 1548-1575 
PD01719A 12.89 8.200e-17 1719-1746 
PD01719A 12.89 9.182e-17 1491-1518 
PD01719A 12.89 4.569e-16 1434-1461 
PD01719A 12.89 7.286e-14 1605-1632 
P"n01710A 19 RQ 9 ^64^-1^ 1 669-1 6R9 


ion 
/zu 


T>T A1 1Q7 


i^aiciunr- Dintiing nvjrr -mtc uonuuii proiciiis 
pattern proteins. 


BL01 187B 12.04 3.647e-15 2191-2206 
BL01187B 12.04 5.696e-13 2108-2123 
BL01187B 12.04 7.261e-13 2232-2247 
BL01187A 9 98 4 316e-ll 2172-2183 
BL01187A 9.98 1.429e- 10 2047-2058 
BL01187B 12.04 2.286e-10 2023-2038 
BL01 187A 9.98 1.750e-09 2332-2343 


720 


BL01177 


Anaphylatoxin domain proteins. 


BL01177D 17.50 5.167e-09 2042-2059 


720 


BL00240 


Receptor tyrosine kinase class in proteins. 


BL00240B 24.70 2.256e-10 1000-1023 
BL00240B 24.70 5.395e-10 450-473 
BL00240B 24.70 3.681e-09 1090-1113 
BL00240B 24.70 6.170e-09 634-657 


720 


PR00010 


TYPE H EGF-LIKE SIGNATURE 


PR00010C 11.16 2.091e~10 2353-2363 
PR00010C 11.16 6.357e-09 2196-2206 


79ft 
/ZU 


PTW?R7ft 


PRECURSOR. 


PTM19R70R 1R R^ 6 9Q4e~1 1 76V79S 
PD02870B 18.83 8.306e-ll 1126-1158 
PD02870D 15 74 4 800e-10 1126-1160 
PD02870B 18.83 7.400e-10 393-425 
PD02870B 18.83 9.600e-10 670-702 
PD02870B 18.83 1.862e-09 945-977 
PD02870B 18.83 3.585e-09 1215-1247 
PD02870D 15.74 6.553e-09 854-888 
PD02870B 18.83 6.745e-09 1306-1338 


720 


BL00281 


Bowman-Birk serine protease inhibitors 
family proteins. 


BL00281A 14.18 6.754e-09 2018-2034 


720 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.900e~09 2357-2363 
BL00022B 7.54 7.300e-09 2200-2206 


720 


BL00799 


Granulins proteins. 


BL00799B 1 1.02 7.429e-09 2014-2049 


720 


DM00864 


EGF-LIKE DOMAIN. 


DM00864B 11.34 7.465e-09 2196-2214 
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720 


PD02327 


GLYCOPROTEIN ANTIGEN PRECURSOR 
IMMUNOGLO 


PD02327B 19.84 7.818e-09 450-471 


720 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688D 13.44 2.756e-09 679-701 
DM01688G 16.45 6.040e-09 1210-1241 
DM01688D 13.44 8.244e-09 2648 


720 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 5.737e-10 119-128 
DM001 70 11 97 9 051e-10 494-503 
DM00179 13 97 6 870e-09 25-34 
DM00179 13.97 8.043e-09 1223-1232 
DM00179 13.97 8.435e-09 401-410 


720 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 2.479e-ll 2344-2360 
PR00907B 11.29 3.688e-10 2228-2244 
PR00907G 11.63 9.660e-10 2348-2374 
PR00907G 11.63 9.745e-10 2232-2258 
PR00907G 1 1.63 9.027e-09 2108-2134 


720 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SI. 


PD00015B 5.21 1.000e-08 1279-1285 


771 


LjLAJ\j\j 1 *r 


A A A—Timt**in fbmilu tvrAtfMfic 
/vrv/Y-piuiciii laiiiiiy piuicixo. 


BL00674B 4 46 1 122e-09 452-473 


721 


RT 1)0100 


QU P f"vr\f» nrnfpinc OTP-Hi ni4inty H Amain 

OXXX Jt**ljr|/C \J i JT -UJXlUXUg UUlXlOlXl 
TWAtMTIQ 

ui yj it/ lllo . 


BL00300B 20 56 3 228e-09 452-497 


722 


BL00211 


ABC transporters family proteins. 


BL0021 IB 13.37 9.053e-22 618-649 
BL0021 IB 13 37 3 314e-13 1430-1461 
BL00211A 12.23 2.385e-ll 515-526 
BL00211A 12.23 1.529e-10 1327-1338 


722 


PR00326 


GTP1/OBG GTP-BINDING PROTEIN 
FAMILY SIGNATURE 


PR00326A 8.75 1.129e-09 513-533 
PR00326A 8.75 2.671e-09 1325-1345 


722 


BL00649 


G-protein coupled receptors family 2 proteins. 


BL00649F 14.99 4.76 le-09 857-878 


723 


BL00130 


Uracil-DNA glycosylase proteins. 


BL00130A 13.75 1.000e-08 576-588 


724 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 156-198 
BL00072D 30.08 7.136e-10 67-117 


725 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7.188e-12 409-421 


725 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 407-425 


725 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 143-159 


725 


PF00094 


von Willebrand factor type D domain 


PF00094A 11.09 5.109e-09 138-147 


725 


BL00243 


Integrins beta chain cysteine-rich domain 

Ul U W* JULIO. 


BL00243H 17.53 7.632e-09 68-93 


725 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 9.882e-09 145-171 


79 S 


RT 01 1R7 


OalMiirirt-ftirifffncy T?frT7».1iVA rtnmnin Twotpinc 
v^uirfiuxir* uixiuxixg x-> *jx i mjiikiiii pi uiciiio 

pattern proteins. 


RT ill 1R7R 17 04 9 100p~14 ^Ifi-^SI 
BL01187B 12.04 5.333e-12 191-206 
BL01 187B 12 04 6 333e-12 109-124 
BL01187A 9.98 9.250e-09 172-183 
BL01187A 9.98 1.000e-08 217-228 


727 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 6.108e-22 898-938 
PD00930A 25.62 3.415e-14 775-800 


727 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 4.706e-12 724-739 


727 


PF00620 


GTPase-activator protein for Rholikc 
GTPases. 


PF00620B 14.20 6.000e-10 825-841 


727 


BL01240 


Purine and other phosphorylases family 2 
proteins. 


BL01240C 25.01 1.414e-09,36-77 


729 


BL00142 


Neutral zinc metallopeptidases, zmc^binding 


BL00142 8.38 8.875e-10 412-422 
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region proteins. 



729 



PD01719 



PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 



PD01719A 12.89 4.150e~15 572-599 
PD01719A 12.89 3.487e-10 1222-1249 
PD01719A 12.89 6.447e-10 1166-1193 
PD01719A 12.89 1.778e-09 1425-1452 
PD01719A 12.89 7.556e-09 1091-1118 



735 



BL00741 



Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 



BL00741B 14.27 1.333e-14 302-324 



742 



PR00205 



CADHERJN SIGNATURE 



PR00205B 11.39 3.571e-13 656^673 
PR00205B 11.39 9.357e-13 233-250 
PR00205B 11.39 9.4 13e- 12 339-356 
PR00205B 1 1.39 7.055e-10 450467 
PR00205B 11.39 8.691e-10 553-570 



742 



BL00232 



Cadherins extracellular repeat proteins 
domain proteins. 



BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232C 
BL00232C 
BL00232C 
BL00232C 



32.79 
32.79 
32.79 
32.79 
10.65 
10.65 
10.65 
10.65 



8.615e-24 
3.631e-18 
9.862e-18 
2.110e-15 
6.500e-13 
8.750e-13 
6.087e-ll 
9.827e-10 



235-282 
555-602 
452-499 
125-172 
233-250 
656-673 
339-356 
450-467 



745 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 



16.07 4.375e-15 
16.07 8.313e-15 
16.07 1.529e-14 
16.07 1.000e-13 
16.07 2.350e-13 
16.07 1.000e-12 
16.07 2.957e-12 
16.07 2.957e-12 
16.07 2.957e-12 
16.07 3.348e-12 
16.07 4.522e-12 
16.07 6.870e-12 
16.07 1.000e-ll 
16.07 3.400e-10 
16.07 1.000e-09 



216-232 
518-534 
244-260 
188-204 
272-288 
412-428 
356-372 
490-506 
546-562 
384-400 
30O-316 
328-344 
160-176 
440456 
132-148 



745 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 5.091e-15 381-394 
PR00048A 10.52 6.727e-15 269-282 
PR00048A 10.52 6.727e-15 543-556 
PR00048A 10.52 7.545e-15 487-500 
PR00048A 10.52 9.182e-15 185-198 
PR00048A 10.52 6.143e-13 213-226 
PR00048A 10.52 7.429e-13 409422 
PR00048A 10.52 8.714e-13 241-254 
PR00048A 10.52 8.714e-13 297-310 
PR00048A 10.52 4.706e-12 353-366 
PR00048B 6.02 6.000e-12 173-182 
PR00048B 6.02 3.077e-ll 341-350 
PR00048B 6.02 7.923e-ll 503-512 
PR00048B 6.02 1.000e-10 229-238 
PR00048A 10.52 4.522e-10 515-528 
PR00048A 10.52 6.870e-10 129-142 
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PR00048B 6.02 8.875e-10 531-540 
PR00048A 10.52 1.720e-09 157-170 
PR00048A 10.52 2.800e-09 437-450 
PR00048B 6.02 2.895e-09 453-462 
PR00048B 6.02 5.737e-09 313-322 
PR00048A 10.52 6.760e-09 325-338 



745 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDL 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 5.200e-14 
13.92 8.200e-14 
13.92 4.000e-13 
13.92 1.857e-12 
13.92 3.571e-12 
13.92 4.000e-12 
13.92 1.000e-ll 
13.92 1.000e-ll 
13.92 4.522e-ll 
13.92 1.000e-10 
13.92 7.300e-09 



176-188 
344-356 
232-244 
456-468 
534-546 
400-412 
260-272 
372-384 
204-216 
288-300 
506-518 



746 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BENDING NU. 



PD01066 19.43 8.250e-35 37-75 



746 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDL 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 5 
13.92 8 
13.92 4 
13.92 1 
13.92 4 
13.92 1 
13.92 1 
13.92 4 
13.92 1 



200e-14 
200e-14 
000e-13 
857e-12 
000e-12 
000e-ll 
O00e-U 
522e-ll 
000e-10 



251-263 
419-431 
307-319 
531-543 
475-487 
335-347 
447-459 
279-291 
363-375 



746 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 
BL00028 



16.07 4 
16.07 1 
16.07 1 
16.07 2. 
16.07 1 
16.07 2 
16.07 3 
16.07 4 
16.07 6 
16.07 1 
16.07 3 
16.07 1 



375e-15 
529e-14 
000e-13 
350e-13 
000e-12 
957e-12 
348e-12 
,522e-12 
870e-12 
000e-ll 
400e-10 
000e-09 



291-307 
319-335 
263-279 
347-363 
487-503 
431-447 
459-475 
375-391 
403-419 
235-251 
515-531 
207-223 



746 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 5.091e~15 456-469 
PR00048A 10.52 6.727e-15 344-357 
PR00048A 10.52 9.182e-15 260-273 
PR00048A 10.52 6.143e-13 288-301 
PR00048A 10.52 7.429e-13 484-497 
PR00048A 10.52 8.714e-13 316-329 
PR00048A 10.52 8.714e-13 372-385 
PR00048A 10.52 4.706e-12 428-441 
PR00048B 6.02 6.000e-12 248-257 
PR00048B 6.02 3.077e-l 1 416-425 
PR00048B 6.02 1.000e-10 304-313 
PR00048A 10.52 6.870e-10 204-217 
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PR0004KA 1 0 59 1 790e-09 TM-IA** 
PR00048A 10.52 2.800e-09 512-525 
PR00048B 6 02 2 895e-09 528-537 
PR00048B 6.02 5.737e-09 388-397 
PR00048A 10 52 6 760e-09 400-413 


747 


PF01105 


emp24/gp25L/p24 family. 


PF01105B 25.12 2.868e-25 144-195 


740 




X11V rvC V XlN 1 IUv/Vl»x 1 UN \J iivU X JCUN 

SIGNATURE 


PR0O405P 10 41 1 OflOe-IR 579-f>00 

PR00405A 17.71 8.147e-18 539-558 
PR00405B 11.83 7.300e-17 558-575 


749 


PF00791 


Domain present in ZO-l and Unc5-like netrin 
receptors. 


PF00791B 28.49 7.688e-09 831-885 


751 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 6.143e-21 344-382 


751 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 8.500e-13 769-781 

T>T\fif\rk*ZA 11 GO A QC7a 11 *71 1 *711 

rUUUUOO 13.yz 4.0J /e-IZ /ix-/Z3 


751 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 4.706e-12 778-791 
PR00048B 6.02 6.538e-ll 766-775 
PR00048A 10.52 l.OOOe- 10 750-763 
PR00048A 10.52 4. 130e-10 602-615 
PR0004oB 6.02 o.063e-10 708-717 
rKUUU4oA IU.jz o.U43e-lU 03U-043 
PR00048A 10.52 8.435e-10 692-705 
PR00048A 10.52 1.360e-09 720-733 


751 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.118e-14 753-769 
BL00028 16.07 1.346e-ll 781-797 
BL00028 16.07 3.769e-ll 605-621 
BL00028 16.07 9.400e-10 723-739 
BL00028 16.07 1.771e-09 695-711 


754 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 4.541e-13 790-816 


754 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e~27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 5.500e-16 1437-1469 
BL00477K 17.42 4.529e- 14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 

i>LUU4//U y.UD O.OZje-13 ZUV-zZl 

DLAj\y* tlx. lo. /o z.ojue-iz luo^-iiii 
BL00477D 12.73 4.073e-12 729-738 

RTji0477TI 0O7 S 1Q5p_1? 1054-10^5 
BL00477C 15 70 1 161 e- 10 236-252 


755 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514E 14.28 7.750e-12 299-315 
BL00514D 15.35 9.824e-ll 280-292 
BL00514G 15.98 4.273e-10 362-391 
BL00514H 14.95 6.217e-09 397-421 


756 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL007901 20.01 7.638e-10 868-898 


756 


PD02870 


RECEPTOR INTERLEUKIN-1 
PRECURSOR. 


PD02870B 18.83 5.309e-09 371-403 


756 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.261e-09 189-198 


756 


PR00014 


FIBRONECTIN TYPE m REPEAT 
SIGNATURE 


PR00014B 14.77 6.400e-10 832-842 
PR00014D 12.04 3.700e-09 671-685 
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PR00014C 15.44 4.522e-09 857-875 
PR00014D 12.04 8.200e-09 875-889 
PR00014D 12.04 9.550e-09 774-788 


757 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 2.149e-09 306-329 


757 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 1.450e-ll 149-162 
PR00019B 11.36 5.050e-10 98-111 
PR00019B 11.36 7.840e-09 122-135 


758 


BL00240 


Receptor tyrosine kinase class HE proteins. 


BL00240B 24.70 2.149e-09 306-329 


758 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 1.450e-ll 149-162 j 
PR00019B 11.36 5.050e-10 98-111 
PR00019B 11.36 7.840e-09 122-135 


759 


BL00649 


G-protein coupled receptors family 2 proteins. 


BL00649C 17.82 4.339e- 11 1086-1111 


759 


PR00249 


SECRETTN-LIKE GPCR SUPERFAMELY 
SIGNATURE 


PR00249C 17.08 4.185e-10 1088-1111 


760 


BL00028 


Zinc ringer, C2H2 type, domain proteins. 


BL00028 16.07 8.313e-15 277-293 
BL00028 16.07 1.900e-13 193-209 

olAAJUZo lO.U/ 0.4UUe-lo llf-iJD 

BL00028 16.07 6.400e-13 389-405 
BL00028 16.07 4.913e-12 109-125 
BL00028 16.07 8.826e-12 333-349 
BL00028 16.07 1.000e-ll 361-377 
BL00028 16.07 1.692e-ll 249-265 
BL00028 16.07 3.077e-ll 221-237 
BL00028 16.07 6.538e-ll 305-321 
BL00028 16.07 7.577e-ll 165-181 


760 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDL 


PD00066 13.92 4.000e-14 265-277 
PD00066 13.92 5.200e-14 97-109 

IrJJUUUOO 1 j.yZ j^ZUUe-14 ZyD-o\)j 

PD00066 13.92 5.200e-14 321-333 
PD00066 13.92 2.000e-13 209-221 
PD00066 13.92 3.500e-13 181-193 
PD00066 13.92 l.OOOe- 12 377-389 
PD00066 13.92 4.857e-12 237-249 
PD00066 13.92 7.857e-12 125-137 
PD00066 13.92 8.826e-ll 405-417 
PD00066 13.92 5.200e-09 349-361 


760 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.500e-14 330-343 
PR00048A 10.52 7.000e-14 246-259 
PR00048A 10.52 9.250e-14 190-203 
PR00048A 10.52 1.643e-13 218-231 
PR00048A 10.52 4.857e-13 274-287 
PR00048A 10.52 1.000e-12 106-119 
PR00048B 6.02 6.000e-12 94-103 
PR00048B 6.02 6.000e-12 402-411 
PR00048A 10.52 4.789e-ll 134-147 
PR00048B 6.02 5.846e-l 1 290-299 
PR00048B 6.02 5.846e-ll 374-383 
PR00048A 10.52 9.526e-ll 386-399 
PR00048A 10.52 1.391e- 10 302-315 
PR00048A 10.52 1.783e-10 162-175 
PR00048A 10.52 7.261e- 10 414-427 
PR00048B 6.02 8.875e-10 318-327 
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PR00048B 6.02 5.737e~09 262-271 


760 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 


PD02462A 22 48 1 768e-09 270-304 
PD02462A 22.48 6.488e~09 298-332 


761 


PR00121 


SODIUM/POTASSIUM-TRANSPORTENG 
ATPASE SIGNATURE 


PR00121D 16.72 6.844e-15 173-194 


761 


BL00154 


E1-E2 ATPases phosphorylation site proteins. 


BL00154E 20.37 2.929e-13 446-486 
BL00154C 12.38 1.540e-12 176-194 


761 


PR00119 


P-TYPE CATION-TRANSPORTING 
ATPASE SUPERFAMILY SIGNATURE 


PR00119B 13.94 7.245e-12 180-194 


761 


BL01228 


Hypothetical cof family proteins. 


BL01228D 17.44 6.348e~09 595-619 


763 


BL00028 


Zinc ringer, C2H2 type, domain proteins. 


BL00028 16 07 7 686e-09 172-188 


764 


BL00892 


HIT family proteins. 


BL00892A 18.17 2.125e-10 177-207 


764 


BL00064 


L-lactate dehydrogenase proteins. 


BL00064F 25.14 7.720e-09 295-339 


767 


PD02102 


SUBUNIT E V- ATPASE VACUOLAR ATP 
SYNTHASE HYDROL. 


PD02102A 16 74 R ^1Rp-00 171-1 f»4 


768 


BL00926 


Lysyl oxidase copper-binding region 
proteins. 


BL00926E 14.42 2.976e-22 306-342 
BL00926D 9.03 6.336e-14 260-306 


768 


PR00074 


LYSYL OXIDASE SIGNATURE 


PR00074C 8.72 2.674e-18 311-339 
PR00074A 9.55 2.514e-10 255-283 


768 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 5.500e-29 33-87 

DT t\(\A OAT 1 1 1 f»A O A1 '7~ 11 1 lO 1 1 0 

rJJLf004zOL/ ll.JJU o.U17e-ll llo-lZo 
BL00420B 22.67 3.526e-10 147-201 


768 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 5.721e-ll 139-155 

DT) 1 0 11 *7 AAA. 11 in 1 lf\ 

rKOUzjoii 13.33 7.000e-ll 117-129 
PR00258B 9.63 2.180e-10 48-59 
PR00258C 9.05 2.469e-10 63-73 

PPftftO^CA 11 AA. 9 HA£j* inOQvl^ 
rivUUZjoA 1 1.40 Z. /40e-lU 

PR00258D 14.41 4.724e- 10 94-108 

PP0095RF* 14 41 7 49Qi» OQ 910-994 


773 


BL01315 


Phosphaudate cytidylyltransferase proteins. 


BL01315C 18.61 1.000e-40 342-385 

RT Ol^l SA 99 47 R fiSOp 9R 991 9^9 

BL01315B 10.40 1.000e-17 253-266 


774 


PR00320 


SIGNATURE 


pi* 00^90 a ifi 74 ^ /^^^i 1 100.904 

PR00320C 13.01 8.560e-10 190-204 
PR00^20B 19 10 R 49S&-00 100-904 


779 


BL0U52 


Hypothetical hesB/yadR/yfhF family proteins. 


BL01152B 20.12 1.581e-17 70-95 
BL01152C 25.93 1.659e-ll 103-149 


783 


BL00280 


Pancreatic trypsin mhibitor (Kunitz) family 
proteins. 


BL00280 24.61 7.070e-26 547-590 


783 


PR00453 


VON WILLEBRAND FACTOR TYPE A 
DOMAIN SIGNATURE 


PR00453A 12.79 3.483e-14 265-282 


783 


PR00759 


BASIC PROTEASE (KUNTTZ-TYPE) 
INHIBITOR FAMILY SIGNATURE 


PR00759C 14.15 1.205e-10 575-590 
PR00759B 1 1.26 7 968e-10 565-575 


783 


BL01113 


Clq domain proteins. 


BL01113A 17.99 4.447e-10 54-80 
BL01113A 17.99 4.638e-10 100-126 
BL01 1 13A 17.99 7.702e-10 57-83 
BL01113A 17.99 1.865e-09 106-132 
BL01 1 13A 17.99 3 J250e-09 60-86 
BL01 1 13A 17.99 3.250e-09 213-239 
BL01113A 17.99 3.423e-09 34-60 
BL01113A 17.99 6.365e-09 198-224 



WO 2004/080148 



PCT/US2003/030720 



311 

TABLE 3 A 



SEQ 
ID 


Database 
entrv TD 

1,1*1. J JLJL^ 


Description 


Result* 








BL01113A 17.99 7.231e-09 109-135 


783 


BL00420 


Sneract recentoT reneat DlotelUS domain 
proteins. 


BL00420A 20.42 3.213e-10 16-44 
BL00420A 20.42 1.415e-09 100-128 
BL00420A 20.42 7.923e-09 216-244 
BL00420A 20.42 8.477e-09 169-197 


785 


BL00240 


Receiptor tvrosine kinase class HI proteins. 


BL00240B 24.70 5.404e-09 336-359 


786 


PR00918 


CAUCIVIRUS NON-STRUCTURAL 
POLYPROTEIN FAMILY SIGNATURE 


PR00918A 13.76 4.284e-12 27-47 I 


786 


BL01 128 


Slxikimate kinase proteins. 


BL01128A 18.84 6.684e-ll 394-427 


786 


BT 00795 


TnvnlnpTrn nrfttftin<5 

XXX V ly 1 U\yX JJU L/X \J UsXXXO • 


BL00795C 17.06 8.000e-ll 191-235 ! 


786 


BL00300 


SRP54-type proteins GTP-binding domain 

|/1 vJlt/lXX3. 


BL00300B 20.56 4.032e-10 391-436 


786 


PR00830 


ENDOPEPTIDASE LA (LON) SERINE 
PROTEASE (S16i SIGNATURE 


PR00830A 8.41 4.452e-09 37-56 


786 


BL00113 


Adenylate kinase proteins. 


BL00113A 12.74 3.782e-ll 34-50 
BL00113B 20494 974e-ll 58-101 
BL00113A 12.74 5.431e-09 395-411 


/ou 




A A A-TYrr\tf*Tn ■familv TvrnfpinQ 
xt_t\x\ jJlOlCJUU. Xdxxxxxjr j^JlvJLCJXXo. 


BL00674B 4 46 5 986e-09 30-51 


786 


PR00819 


CBXX/CFQX SUPERFAMELY 

01vJxN.rV A U/JVX-» 


PR00819B 10.83 7.247e-09 32-47 


786 


PR00364 


DISEASE RESISTANCE PROTEIN 
SIGNATURE 


PR00364A 8.19 8.057e-09 32^7 


/oO 




TR AM^sFORAyfTMO PPOTFTM P71 PAR 

1 IvAxN or WxxJVxllN KJ rJSXJ X HUN iZ 1 Ivr\o 

STGNATIIRF 


PTC0044QA 11 70 R 914e-0Q 


788 


BL50002 


Src homology 3 (SIB) domain proteins 
profile. 


BL50002B 15.18 l.OOOe- 10 42-55 
BL50002A 14.19 3.813e-09 4-22 


789 


BL50002 


Src homology 3 (SIB) domain proteins 
profile. 


BL50002B 15.18 1.000e-10 115-128 
BL50002A 14.19 3.813e~09 77-95 


790 


BL00288 


Tissue inhibitors of metalloproteinases 
PTuicins. 


BL00288A 17.47 9.143e-21 10-39 
BTiWWRRP 14 67 6 SOOp-IR 71-R7 
BL00288B 9.44 7.000e-15 54-64 




JDlA/VO 1 J 


v^-iype iccun uomain proteins. 


■RTJT061SA 16 6R7 0R(V-11 1^6-171 


792 


BL00375 


UDP-glycosyltransferases proteins. 


BL00375F 16.99 1.000e-40 270-314 
BTiiOV^G 11 01 1 000e-40 16Q-40R 
BL00375E 18 75 3 250e-37 215-264 

x-JX-/v/v/~/ / mjx~M x \j • / ~j j.ljvv — / / J a^vt 

BL00375D 14.56 5.622e-24 175-202 
BL00375C 18.27 6.478e-24 110-133 
BL00375B 21.22 5.000e-22 47-87 


704 


BL01183 


tiHiF/C*005 iTiethvlli^iisferase familv 
proteins. 


BL0H83B 2131 6 660e-12 143-187 


794 


BL01279 


Protein- L- is oaspartate(D-aspartate) O- 
methyltransferase signa. 


BL01279A 24.27 5.862e-ll 57-104 


795 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 3.045e-21 494-533 


795 


PR00237 


RHODOPSIN-UKE GPCR SUPERFAMTLY 
SIGNATURE 


PR00237C 15.69 2.000e-12 508-530 
PR00237B 13.50 4.414e-ll 463-484 
PR00237D 8.94 5.050e-ll 544-565 


796 


DM01688 


2 POLY-IG RECEPTOR- 


DM01688B 15.06 2.500e-10 82-129 


797 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 2.500e-10 82-129 


798 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 3.628e-09 82-129 


802 


PF00997 


Kappa casein. 


PF00997D 9.95 8.306e-09 506-540 


804 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 


PD02080B 20.69 9.716e-09 20-58 
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STTRFAPF ATPHA PRE 




804 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 


PD01270A 17.22 9.806e-09 19-58 


805 


BL00982 


Bacterial-type phytoene dehydrogenase 
proteins. 


BL00982E 9.88 4.857e-l 1 24-39 


0\fO 




jniegnns dclu crmm c ys icmc-ricii uoixutiii 
proteins. 


Bli)ft24TFT 17 TO R fiQn>-11 79-97 


Rft7 




inicgnns neta. cnani cyaieiiie-ricii uornain 
proteins. 


TVT.ftft94W 17 TO R fiQn>-1 1 79-97 


808 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


812 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 2.674e-10 279-302 

"RT/WMftft 94 7ft R TO5f» 1ft 174-107 
ftT jftft94ftR 94 7ft 7 7ft9«-ft9 47ft-49^ 


812 


PD02870 


RECEPTOR INTERLEUKIN-1 
PRECURSOR- 


PD02870B 18.83 4.600e-10 512-544 
PD02870B 18.83 7.894e-09 120-152 


813 


PD02870 


RECEPTOR INTERLEUKIN-1 
PRECURSOR. 


PD02870B 18.83 4. 600e- 10 2395-2427 
PD02870B 18.83 4.160e-09 1707-1739 
PD02870B 18.83 5.883e-09 1806-1838 
PD02870B 18.83 7. 894e-09 2003-2035 


813 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SI. 


PD00015B 5.21 8.000e-09 1481-1487 


813 


BL00240 


Receptor tyrosine kinase class III proteins. 


T»T rvrn if nT"> O v* ta o icr« 1A i CH'n 1 iCAA 

BL00240B 24.70 2.25oe-10 loo/-lo90 
BL00240B 24.70 2.674e-10 2162-2185 
BL00240B 24.70 8.535e-10 2257-2280 
BL00240B 24.70 4.064e-09 1570-1593 
BL00240B 24.70 5.213e-09 300-323 

tjt AA/MATi 1/1 TO T ^ftO*. no 11^1 Oil A 
±>lAIU/4UJt> Z*f. /U /. /UZe-Uy Zjj_>-ZJ /o 

tit aaojatj 9/1 7ft R R51*» ftO 1471 14Q£ 


814 


PR00500 


POLYCYSTIC KIDNEY DISEASE 
PROTEIN SIGNATURE 


PR00500B 7.74 6.305e-09 220-240 


814 


PD02870 


RECEPTOR INTERLEUKIN-1 
PRECURSOR. 


PD02870B 18.83 4.600e-10 2590-2622 
PD02870B 18.83 4.160e-09 1902-1934 
PD02870B 18.83 5.883e-09 2001-2033 
PD02870B 18.83 7.894e-09 2198-2230 

PTVl9R7fVR 18 817 OROa ftO f»1ft_A7\9 


814 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SI. 


PD00015B 5.21 8.000e-09 1676-1682 


01 A 

814 


BLU024U 


Receptor tyrosine kinase class m proteins. 


J5LiUUZ4Ui5 Z4. / U Z. ZD De- 1U 1 50Z- 1 o 5 J 

BL00240B 24.70 2.674e-10 2357-2380 

T*T ftft94ftT* 94 7fl R 1ft 9459 9475 

BL00240B 24.70 4.064e-09 1765-1788 
P.T jftft94ftT* 94 7ft 5 911fi-ft9 49S-S1R 

BL00240B 24.70 7.702e-09 2548-2571 
BL00240B 24.70 8.851e-09 1668-1691 


816 


PD01733 


APOLIPOPROTEIN PLASMA LIPID 
TRANSPORT H. 


PD01733B 20.44 6.600e-14 75-129 


816 


PD02807 


APOLIPOPROTEIN E PRECURSOR APO- 
E GLYCOPROTEIN PLAS. 


PD02807D 7.99 4.779e-09 92-141 


817 


PD01733 


APOLIPOPROTEIN PLASMA LIPID 
TRANSPORT H. 


PD01733B 20.44 6.600e-14 75-129 


817 


PD02807 


APOLIPOPROTEIN E PRECURSOR APO- 


PD02807D 7.99 4.779e-09 92-141 
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F GT YCOPttOTFIN PLAS 




819 


PR00389 


PHOSPHOLEPASE A2 SIGNATURE 


PR00389C 18.33 3.172e-20 56-74 
PR00389B 10.70 8.154e-15 37-55 
PR00389E 12.52 5.385e-14 104-120 


gin 

oiy 


DT AA1 1 Q 


x nospnonpase az nisuQinc pruiciiio. 


T-U iVM 1 RR 1 f\ XX S R7Sfi~T-t 44-71 

X5JLA/U 1 1 OJ3 IQ.jj D.Ot *rr~i 1 

BL00118D 12.85 7.500e-14 104-119 

RT.001 1RP 11 OH R ^49f-s.10 7Q-97 


821 


BL00908 


Mandelate racemase / muconate lactoniziiig 
enzyme family signa. 


BL00908B 37.71 1.900e-15 209-263 
BL00908A 15.14 5.310e-10 87-113 


822 


PF00956 


Nuclesosome assembly protein (NAP). 


PF00956B 23.14 1.000e-40 99-139 

PTmnO^^P 7 79 (\ RSOf* 99 1 S1-170 

PF00956A 11.88 1.000e~13 58-68 

PPOOOSfin 7 S1 1 700**- 19 9^9-949 


822 


BL00824 


Elongation factor 1 beta/betaVdelta chain 
proteins. 


BL00824B 9.21 3.676e-09 286-305 


823 


BL01032 


Protein phosphatase 2C proteins. 


BL01032C 6.14 3.195e-12 147-156 
BL01032H 11.25 5.680e-ll 318-330 

Di fitCi'XOn R 11 R Q19*» 1 1 9R9 90S 
ijjluiiozij o.jj o.ioze-ii zoz-zyj 

RI ii1019T 10 49 R 009f»_fyQ 17Q-1RR 


824 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094C 12.88 1.918e-09 124-133 


824 


PD02576 


PRECURSOR GLYCOPROTEIN SIGNAL 
CELL. ! 


PD02576A 27.60 9.057e-09 101-149 


825 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 121-136 

PP009xlSR 10 1R 1 QIQa 19 fi0_74 

PR00245E 12.40 1.000e-10 174-188 


OZD 




G-protein coupled receptors proteins. 


TIT fift917Tk 1 1 91 9 001*> OO 1 £S_1 R1 

ujl-uuzj /u ii. zj z.uyie-uy io3~ioi 


oZ3 


rKUUZJ / 


SIGNATURE 


PP00917fl 10 f\1 R 71d» 11 1SS 1R1 
1^KUUZ.j/*J ly.OJ o. /l*te-ll IDD-lol 

PR00237E 13.03 9.735e-09 82-105 


826 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 235-250 

PP0094SA 1R 01 R (\\^t* 1S SR 7Q 

PR00245B 10.38 3.919e-12 174-188 
PR0094SF 19 40 1 000e-10 2RR-309 


826 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.581e-15 89-128 
BTi)0237D 11 23 2 091e-09 279-295 


826 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 8.962e-09 54-65 


826 


PR00237 


RHODOPSIN-LJXE GPCR SUPERFAMTLY 


PR00237G 19.63 8.714e-ll 269-295 
PPv009T7P IS 69 **-> 890p-10 10^-12S 
PR00237E 13 03 9 735e-09 196-219 


827 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 5.650e-14 39-64 
BL00243H 17.53 4.261e-ll 5-30 


R9R 


PD00Q10 


PROTFTM (TTPASTC DOMAIN 
ACTIVATION. 


PD00930B 33 72 7 070e-19 201-241 


831 


PR00193 


MYOSIN HEAVY CHAIN SIGNATURE 


PR00193C 12.60 1.383e-23 177-204 
PR00193B 11.69 2.212e-18 125-150 
PR00193A 15.41 5.925e-12 65-84 


831 


BL00567 


Phosphoribulokinase proteins. 


BL00567A 10.66 9.031e-10 127-145 


832 


PR00193 


MYOSIN HEAVY CHAIN SIGNATURE 


PR00193C 12.60 1.383e-23 177-204 
PR00193B 11.69 2.212e-18 125-150 
PR00193A 15.41 5.925e-12 65-84 


832 


BL00567 


Phosphoribulokinase proteins. 


BL00567A 10.66 9.031e-10 127-145 
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834 


BL00484 


Thyroglobulin type-1 repeat proteins proteins. 


BL00484C 17.01 3.647e-12 358-372 
BL00484B 9.044.529e-ll 338-351 


834 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 3.880e-09 143-165 


834 


BL00612 


Osteonectin domain proteins. 

c ..... ■■ - i 


BL00612E 13.12 8.230e-09 274-318 


835 


BL00817 


Erythropoietin / thrombopoeitin proteins. 


BL00817A 18.03 8.200e-10 515-545 


835 


PR00251 


BACTERIAL OPSIN SIGNATURE 


PR00251A 12.15 8.820e-10 515-534 


835 


PR00807 


POLLEN ALLERGEN AMB FAMILY 
SIGNATURE 


PR00807A 16.64 8.151e-09 459-476 


836 


BL00817 


Erythropoietin / thromboooeitin nroteins. 


BL00817A 18.03 8.200e-10 515-545 


836 


PR00251 


BACTERIAL OPSIN SIGNATURE 


PR00251A 12.15 8.820e-10 515-534 


836 


PR00807 


POLLEN ALLERGEN AMB FAMILY 
SIGNATURE 


PR00807A 16.64 8.151e-09 459-476 


838 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.435e-10 327-340 
PR00019A 11.19 9.217e-10 182-195 
PR00019A 1 1.19 3.333e-09 278-291 
PR00019B 11.36 3.520e-09 227-240 
PR00019B 11.36 9.280e-09 299-312 


841 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.464e-09 135-150 


844 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


844 


BL00240 


Receiptor tyrosine kina<»e class TTT nroteitis 


BL00240B 24 70 9 809e-09 155-178 


845 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18 17 5 776e-12 759-777 
PR00020C 13.66 6.932e-10 832-843 


845 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


845 


BL00740 


MAM domain proteins. 


BL00740A 13.87 8.313e-12 761-773 
BL00740B 19.76 8.500e-09 901-921 


845 


PD02080 


T-CELL GLYCOPROTEIN CD 8 CHAIN 
SURFACE ALPHA PRE. 


PD02080B 20.69 9.621e-09 538-576 


845 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 9.809e-09 155-178 


847 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273e-09 839-852 


847 


PF00780 


Domain found in NIK 1 -like kinases, mouse 
citron and yeast ROM. 


PF007801 14.69 4.825e-09 165-194 


848 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273e-09 88-101 


851 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 8.250e-12 174-197 


851 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 3.842e-10 218-227 


851 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.500e-10 327-359 


851 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A4.31 8.405e-09 402-414 


852 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 8.250e-12 170-193 


852 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 3.842e-10 214-223 


852 \ 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.500&-10 323-355 | 


852 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 8.405e-09 398-410 


854 


PF00168 


C2 domain proteins. 


PF00168C 27.49 2.636e-10 183-208 
PF00168C 27.49 6.318e-10 316-341 


854 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399C 12.82 7.324e-12 216-231 
PR00399A 9.52 8.239e-U 145-160 
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PR00399B 14.27 8.277e-ll 160-173 
PR00399D 14.48 3.930e-10 236-246 
PR00399B 14.27 1.915e-09 291-304 


854 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 6.897e- 12 200-213 
PR00360A 14.59 6.538e-ll 304-316 
PR00360B 13.61 8.636e-ll 333-346 
PR00360A 14.59 2.184e-09 173-185 


855 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 3.483e-16 545-572 


855 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 389-399 


855 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 9.182e-10 384-402 


857 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 3.077e-09 58-72 


857 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N- terminal 
region. 


PF00930J 8.78 1.000e-08 267-287 


858 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 3.077e-09 51-65 


858 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terrninal 
region. 


PF00930J 8.78 1.000e-08 260-280 


859 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 8.054e-16 333-349 
PR00258E 13.33 1.833e-10 421-433 


859 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 7.582e-30 337-391 
BL00420C 11.90 9.100e-13 422-432 
BL00420A 20.42 8.269e-12 249-277 
BL00420A 20.42 7.382e-l'l 264-292 
BL00420A 20.42 1.885e-10 288-316 
BL00420A 20.42 7.344e-10 246-274 
BL00420A 20.42 2.246e-09 261-289 




T)TA1 IIO 
DLAJL 1 1 J 


i ij tiuLQa.ni proicms. 


DX-AJ XXX JT\ 1/.77 J.107C-1J &\iri~Z.j\j 

BL01 1 13A 17.99 5.909e-l 1 246-272 
BL01 113A 17.99 1.383e-10 273-299 j 
BL01113A 17.99 2.149e-10 258-284 
BL01113A 17.99 2.9 15e- 10 261-287 
BL01113A 17.99 5.596e-10 252-278 
BL01113A 17.99 7.128e- 10 267-293 
BL01113A 17 99 1 692e-09 282-308 
BL01113A 17.99 5.154e-09 255-281 


860 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 8.333e-39 397-451 
BL00420C 11.90 9.100e~13 482-492 
BL0O420A 20 42 9 135e-12 309-337 
BL00420A 20.42 7.382e-l 1 324-352 
BL00420A 20.42 1.885e-10 348-376 
BL00420A 20.42 7.639e-10 306^334 
BL00420A 20.42 2.246e-09 321-349 


860 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 8.054e-16 393-409 
PR00258B 9.63 1.509e-12 412-423 
PR00258E 13.33 1.833e- 10 481-493 
PR00258C 9.05 3.667e-09 427-437 


860 


BL01113 


Clq domain proteins. 


BL01113A 17.99 3.189e-13 324-350 
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BL01113A 17.99 5.295e-ll 306-332 
BL01113A 17.99 1.383e- 10 333-359 
BL01113A 17.99 2.149e-10 318-344 
BL01113A 17.99 2.915e-10 321-347 
BL01113A 17.99 7.128e-10 327-353 
BL01113A 17.99 1.692e-09 342-368 
BL01113A 17.99 4.1 15e-09 312-338 
BL01113A 17.99 5.673e-09 315-341 


862 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.450e-13 222-238 
BL00028 16.07 1.000e-l 2 474-490 

TU"jft009R Ifi (Y7 R 4^Sp_19 Sfl9 SIR 

D1A/UUZO 1U.U / O.HjJC 1 JU^-JIO 

BL00028 16.07 1.346e-ll 306-322 
BL00028 16.07 2.731e-ll 362-378 
BL00028 16.07 2.731e-ll 390-406 
BL00028 16.07 3.423e-ll 250-266 
BL00028 16.07 3.423e-ll 334-350 
BL00028 16.07 7.577e-ll 418-434 
BL00028 16.07 1.600e-10 194-210 
BL00028 16.07 9.400e-10 278-294 


862 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 8.200e-16 322-334 
PD00066 13.92 7.231e-15 406-418 

PD00066 13.92 4.600e-14 378-390 
PD00066 13.92 5.200e- 14 490-502 
PD00066 13.92 1.000e-13 210-222 
PD00066 13.92 1.000e-13 294-306 
PD00066 13.92 3.000e-13 238-250 
PD00066 13.92 5.304e-ll 266-278 
PD00066 13.92 7.652e-ll 350-362 
PD00066 13.92 7.000e-09 434-446 


862 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.545e-15 415-428 
PR00048A 10.52 2.929e-13 387-400 
PR00048A 10.52 6.786e-13 219-232 
PR00048A 10.52 8.714e-13 443-456 
PR00048A 10.52 2.059e-12 247-260 
PR00048A 10.52 2.059e-12 331-344 
PR00048A 10.52 5.235e-12 471-484 
PR00048A 10.52 9.471e-12 499-512 ! 
PR00048B 6.02 2.385e-l 1 319-328 
PR00048B 6.02 2.385e-ll 487-496 
PR00048A 10.52 9.053e-ll 303-316 
PR00048B 6.02 1.563e-10 375-384 

PR0004RA 10 S9 9 QV7fi~1ft XT> 
rjvuwton iv.J^ z,*yj I c~.iv/ jj7-j / z. 

PR00048A 10.52 3.348e-10 191-204 
PR00048B 6.02 8.313e-10 459-468 
PR00048A 10.52 9.217e-10 275-288 
PR00048B 6.02 9.438e-10 207-216 
PR00048B 6.02 1.947e-09 263-272 
PR00048B 6.02 3.368e-09 235-244 
PR00048B 6.02 3.368e-09 291-300 
PR00048B 6.02 7.158e-09 403-412 


863 


PD01234 


PROTEIN NUCLEAR BROMODOMAIN 


PD01234B 15.53 3.250e-09 568-585 
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TRANS. 




865 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320B 12.19 1.257e- 10 225-239 
PR00320A 16.74 4.441e-10 225-239 


865 


BL00678 


Tip-Asp (WD) repeat proteins proteins. 


BL00678 9.67 9.053e-09 227-237 


867 


BL00600 


Arninotransferases class-III pyridoxal- 
phosphate attachment si. 


BL00600E 16.43 1.771e-17 302-330 
BL00600A 17.98 3.880e-17 98-121 
BL00600G 12.43 9.625e-17 377-395 
BL00600B 19.60 5.091e-15 160-185 
BL00600F 8.77 2.421e-12 343-355 
BL00600C 16.18 6.040e-12 190-205 
BL00600D 8.71 1.000e-10 281-294 


868 


BL00600 


Arninotransferases class-in pyridoxal- 
phosphate attachment sL 


BL00600E 16.43 1.771e-17 199-227 
BL00600G 12.43 9.625e-17 274-292 
BL00600B 19.60 2.703e-14 57-82 
BL00600F 8.77 2.421e-12 240-252 
BL00600C 16.18 6.040e-12 87-102 
BL00600D 8.71 1.000e-10 178-191 


869 


BL00021 


Kringle domain proteins. 


BL00021D 24.56 1.188e-24 248-289 
BL00021B 13.33 2.983e-13 88-105 


869 


BL00134 


Serine proteases, trypsin family, hisudine 
proteins. 


BL00134C 13 45 8 800e-15 276-289 
BL00134A 11.96 9.438e-15 88-104 
BL00134B 15.99 3.676e-12 237-260 


869 


BL00495 


Apple domain proteins. 


BL00495O 13 75 8 597e-l 6 267-295 
BL00495N 11.04 2.235e-ll 229-263 
BL00495K 12.58 4.990e-10 90-122 


869 


PR00722 


CHYMOTRYPSIN SERINE PROTEASE 
FAMILY (SI) SIGNATURE 


PR00722C 10.87 3.571e-14 236-248 
PR00722A 12.27 5.966e-14 89-104 
PR00722B 12.51 9.571e-10 145-159 


869 


BL01253 


Type I fibronectin domain proteins. 


BL01253H 13.15 3.609e-23 258-292 
BL01253G 11.34 4.103e-15 236-249 
BL01253D 4.84 4.360e-09 88-101 


870 


BL00188 


Biotin-requiring enzymes attachment site 
proteins. 


BL00188 30.29 9.122e-09 154-199 


873 


DM00758 


AGRIN. 


DM00758 13.12 6.459e-10 93-108 


873 


BL00612 


Osteonectin domain proteins. 


BL00612B 11.35 1.284e-09 86-118 


873 


DM00060 


338 kw NEUREXDST ALPHA IE CYSTEINE. 


DM00060 6.92 8.000e-ll 1048-1057 
DM00060 6.92 4.060e-09 128-137 


873 


BL01185 


C-terminal cystine knot proteins. 


BL01185B 21.14 4.388e-09 234-282 


873 


PR00010 


TYPE II EGF-LDOB SIGNATURE 


PR00010A 11 79 1 450e-12 46-S7 
PR00010C 11.16 2.333e-ll 184-194 
PR00010C 11.16 9.333e-ll 296-306 
PR00010C 11.16 4.273e-10 66-76 
PR00010C 1 1.16 7.000e-10 28-38 
PR00010A 11.79 7.097e-10 488-499 
PR00010C 11.16 3.571e-09 546-556 
PR00010A 11.794.231e-09 564-575 
PR00010C 11.16 5.929e-09 374-384 


873 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 4.699e-10 52-72 | 
PR00764F 16.89 5.562e-10 170-190 
PR00764F 16.89 6.301e-10 321-341 
PR00764F 16.89 9.753e-10 360-380 
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PR00764F 16.89 2.052e-09 570-590 
PR00764F 16.89 2.636e-09 398-418 
PR00764F 16.89 7.312e-09 128-148 
PR00764F 16.89 7.662e-09 282-302 
PR00764F 16.89 7.662e-09 532-552 


873 


PR00011 


TYPE m EGF-LIKE SIGNATURE 


PR00011B 13.08 6.425e-09 63-81 
PR00011B 13.08 8.521e-09 25-43 


873 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 8.531e-09 75-120 


873 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.000e-09 378-384 
BL00022A 7.48 9.000e-09 173-179 
BL00022A 7.48 9.000e-09 363-369 


873 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37.11 2.000e-13 553-600 

DLAJUZ. tyCt D 1 .11 O.O /DC>-lD D**J-3y\J 

BL00279E37.il 6.803e-12 1031-1078 
BL00279E37.il 2.962e-ll 35-82 
BL00279E 37.11 5.731e-ll 304-351 
BL00279E 37.11 7.115e-ll 73-120 
BL00279E 37.11 7.462e-ll 515-562 
BL00279E37.il 1 .2 17e- 10 265-312 
BL00279E37.il 4.349e-09 153-200 
BL00279E 37.11 9.163e-09 381-428 


873 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 3.333e-12 541-556 
BL01187B 12.04 4.000e-12 179-194 
BL01187B 12.04 8.000e-12 291-306 
BL01187B 12.04 4.300e- 11 617-632 
BL01187B 12.04 7.900e-ll 407-422 
BL01187B 12.04 1.514e-10 23-38 
BL01187B 12.04 3.829e-10 369-384 

BL01187B 12.04 7.171e-10 137-152 

RTill 1 R7A 0 OR 7 490^-1 ft ARfLAQl 
RT011R7B 12 04 7 429e- 10 61-76 
BL01187B 12.04 2.800e-09 1057-1072 
BL01187B 12.04 3.475e-09 579-594 
BL01 187A 9.98 4.375e-09 44-55 
BL01 187B 12.04 7.300e-09 255-270 
BL01 187B 12.04 9.550e-09 330-345 


873 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R 


PD00919A 11.53 8.820e- 10 280-291 
PD00919A 11.53 9.864e-09 568-579 


874 


PR00960 


LMBP PROTEIN SIGNATURE 


PR00960A 10.63 4.667e-09 78-93 


875 


BL00738 


S-adenosyl-L-homocysteine hydrolase 


BL00738J 18.61 1.000e-40 459-508 

RT/W73RTT 9^ OR S 19fW*£ 'X'XK ^R7 

BL00738F 12.23 7.261e-29 254-285 
BL00738A 16.27 9.660e-27 83-122 
BL00738C 16.53 7.923e-25 148-185 
BL00738G 14.29 6.268e-23 313-334 
BL00738B 12.28 8.085e-21 123-147 
BL00738E 14.18 9.200e-19 228-250 
BL007381 14.57 5.135e-17 412-449 
BL00738D 7.16 5.109e-13 202-216 


875 


BL00836 


Alanine dehydrogenase & pyridine nucleotide 
transhydrogenase. 


BL00836D 22.30 8.622&-09 291-327 
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877 


PR00425 


BRADYKININ RECEPTOR SIGNATURE 


PR00425C 13.23 3. 586e-09 426445 


878 


BL00514 


Fibrinogen beta and gamma chains C- 
tenninal domain protems. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.111e~12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


879 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.111e-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


880 


BL00514 


Fibrinogen beta and gamma chains C- 
teiminal domam proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.111e-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


883 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 7.446e-ll 244-288 
BL00218E 23.30 3.640e-10 325-364 


884 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 3.172e-ll 158-188 


885 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 6.538e-10 41-58 


889 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 4.900e-10 239-288 ! 


891 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 9.526e-10 118-127 


891 


PR00049 


WILMS TUMOUR PROTEIN signature 


PR00049D 0.00 1.305e-09 155-169 
PR00049D 0.00 6.797e-09 156-170 


892 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 5.950e-21 95-119 
BL00633A 14 69 5 154e-14 74-86 
BL00633C 15.24 8.07 le- 14 421-433 
BL00633B 13.82 4.600e- 13 388-412 


892 


DM00406 


GLIADIN. 


DM00406 7.73 5.135e-10 970-982 
DM00406 7 73 8 054e-10 753-765 


892 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 8.866e-ll 755-769 
PR00049D 0.00 9.471e-ll 756-770 
PR00049D 0.00 2.220e-09 748-762 
PR00049D 0.00 3.288e-09 972-986 


892 


DM00250 


kw ANNEXIN ANTIGEN PROLINE 
TUMOR. 


DM00250B 13.84 8.03 le-11 1009-1032 
DM00250A 10.52 6.607e-09 772-787 
DM00250B 13.84 7.568e-09 754-777 
DM00250B 13.84 7.689e-09 755-778 


892 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 3.734e-09 967-979 
PR00021A 4.31 6.582e-09 771-783 
PR00021A 4.31 7.722e-09 769-781 


892 


PR00910 


LUTEOVTRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 7.750e-09 255-267 


892 


BL00415 


Synapsins proteins. 


BL00415N 4.29 3.231e-12 749-792 
BL00415N 4.29 6.504e-12 750-793 
BL00415N 4.29 4.857e-ll 748-791 
BL00415N 4.29 1.824e-10 1003-1046 
BL00415N4.29 6.221e-10 1002-1045 
BL00415N 4.29 9.313e-10 964-1007 
BL00415N 4.29 2.314e-09 958-1001 
BL00415P 2.37 8.200e-09 747-782 


892 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B 4.88 3.837e-10 966-984 
PR00209B 4.88 5.696e-10 968-986 
PR00209B 4.88 8.141e-10 752-770 
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PR00209B 4.88 8.594e-09 758-776 


892 


BL00904 


Protein prenyltransferases alpha subunit 
repeat proteins proteins. 


BL00904A 8.30 5.340e-09 768-817 
BL00904A 8.30 9.489e-09 752-801 


892 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 9.746e-09 867-901 


892 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 2.313e-12 750-782 
DM00215 19.43 7.000e-12 748-780 
DM00215 19.43 9.438e-12 754-786 
DM00215 19.43 7.000e-ll 749-781 
DM00215 19.43 8.412e-ll 752-784 
DM00215 19.43 1.161e-10 953-985 
DM00215 19.43 7.429e-10 948-980 
tymtwjis iqa^i nnopi_fl07Si-7R^ 

JLslVll/V/Zr 1 J 1 y.HD JL .vvl/C-tF^ / J 1 - / O-J 

DM00215 19.43 2.678&-09 759-791 
DM00215 19.43 3.441e-09 753-785 
DM00215 19.43 4.508e-09 240-272 
DM00215 19.43 4.661e-09 241-273 
DM00215 19.43 4.966e-09 765-797 
DM00215 19.43 6.492e-09 954-986 

pvTVyfAAO 1C 1Q A 1 ! O lllp. AO QA< Q77 

DM00215 19.43 9.847e-09 747-779 


oy/. 


T>T> (\r\ r rvn 


tjtj /^lwrrvrv/^iXjr A TXT C 1Y1XTA TT TP 


ppnn^n^r> on ri i /Iaqp-ir at> i -Aao 

xl\.\J\JD\fOlJ ZU.51 l.HUyO-lO t \Ll.-H L t\J 

PR00503B 9.96 7.750e-18 94-1 10 
PPOOSO^P 1Q3U1 7?0p-1S 1 10-128 
PR00503A 14 39 6 824e-13 78-91 
PR00503B 9.96 4.400e-12 387-403 
PR00503D 20.81 1.188e-ll 128-147 
PR00503C 19.84 1.000e-08 403-421 


894 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 2.397e-14 92-114 


894 


PR00290 


KAZAL-TYPE SERINE PROTEASE 


PR00290A 10.88 2.286e-ll 92-102 


894 


PR00450 


RECOVERIN FAMILY SIGNATURE 


PR00450C 12.22 4.532e-09 182-203 




rivw / j j 


CARBOXYLATE SYNTHASE 
SIGNATURE 


PU007S^F 8 01 8 S?2e-11 171-195 


XQfi 


BL00478 


1 .1 ivl flftflftfl'Vfl TYTftTftHlQ 


BL00478B 14.79 4.000e-12 102-116 
BL00478B 14.79 6.000e-12 173-187 
BL00478B 14.79 6.200e- 11 43-57 
BL00478B 14.79 9.135e-10 231-245 


897 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 5.787e-13 467-485 


897 


BL00479 


Phorbol esters / diacylglyceTol binding 
domain proteins. 


BL00479C 12.01 7.300e-13 512-524 


897 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 8.948e-13 402-449 


897 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 9.2 17e- 14 467-497 
BL00107B 13.31 8.714e-ll 533-548 


897 


PF00564 


Octicosapeptide repeat proteins. 


PF00564B 24.74 6.442e-09 418-468 


898 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 5.787e-13 654-672 


898 


BL00479 


Phorbol esters / diacylglycerol binding 


BL00479C 12.01 7.300e-13 699-711 



WO 2004/080148 



PCT/US2003/030720 



321 

TABLE 3A 



SEQ 

i n) 


Database 
entry ID 


Description 


Result* 






domain proteins. 




898 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 8.948e-13 589-636 


898 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 9.217e-14 654-684 
BL00107B 13.31 8.714e-ll 720-735 


RQR 

070 




wcucosapepnac repeat proicino. 


PFOO^fvilR 94 74 6. AAlf* HO fiO^-fi^ 


900 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007C 15.60 3.893e-18 199-220 
PR00007A 19.33 7.500e-17 124-150 
PR00007B 14.16 2.688e-16 151-170 
PR00007D 9.64 5.154e-ll 232-242 


900 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 6.400e-ll 77-105 
BL00420A 20.42 6.164e-10 25-53 
BL00420A 20.42 9.262e-10 68-96 
BL00420A 20.42 1.277e-09 65-93 


900 


BL01113 


Clq domain proteins. 


BL01113B 18.26 8.031e-28 130-165 
BL01113C 13.18 7.000e-18 199-218 
BL01113A 17.99 5.135e-13 95-121 
BL01113D 7.47 7.231e-12 234-243 

t>t Aim a n nn i o£a~ i 1 i a £.f\ 
JdIAHIIJA 17.99 3.oo4e-ll 34-60 

BL01113A 17.99 1.191e-10 71-97 

"DTAIH^A 17 OQ 1 ftcn* 1AT7 MYl 

BLU1113A i/.yy l.so/e-iu //-lOi 

DT fll 1 1 Q A 1 7 OO 1 HAHo AO OB KA 

BL01113A 17.99 5.154e-09 68-94 

T>T ni 1 1 1 a 17 qq 7 C77~ no 7/1 1 OA 

BL01113A 17.99 8.615e-09 83-109 


901 




TRANSLOCATOR 1 SIGNATURE 


PP 00077 A 7 OR 0 ^7^_00 14.9/; 


902 


PR00209 


ALPHA/BETA GLIADIN FAMILY 


PR00209B 4.88 4.494e-12 427-445 


902 


BL00415 


Synapsins proteins. 


BL00415N 4.29 6.771e-10 425-468 


902 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A4.31 3.278e-09 448-460 


902 


DM00406 


GLIADIN. 


DM00406 7.73 3.919e-10 427-439 
DM00406 7.73 6.400e-09 448^60 


902 


PR00208 


GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 5.438e-09 402-419 
PR00208A 12.59 7.534e-09 420-437 

DDftnofto a 1*1 co © oia no A lO Aid 
rKUUZOoA Iz.DV o.DZle-Uy 4ly-43o 


009 

yuz 




— : ; 

Involucnn proteins. 


ttjJJU/yjv* 1 /.UO l.lU!>e-lU 35*0-440 
TIT OA7Qcr« 17 nr /; rci- 1A411_45<, 

BL00795C 17.06 6.965e-10 394-438 
BL00795C 17.06 7.698e-10 422-466 
BL00795C 17.06 2.900e-09 408-452 
BL00795C 17.06 3.800e-09 395-439 
BL00795C 17.06 5.200e-09 425-469 
BL00795C 17.06 9.200e-09 424-468 


905 1 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.435e-10 5-18 * 


908 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1480-1494 


908 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 1041-1067 
PR00457D 16.81 4.194e-21 1016-1036 
PR00457C 19.25 1.675e-13 998-1016 
PR00457H 15.90 5.680e-13 1292-1306 
PR00457F 13.69 4.750e-12 1094-1104 
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PR00457G 17.45 8.615e-12 1221-1241 
PR00457B 13.29 3.411e-10 846-861 


908 


BL00240 


Receptor tyrosine kinase class m proteins. 


BL00240B 24.70 1.000e-09 325-348 


908 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 4.581e-09 304-343 


QOR 


ppaaaio 
r K.UUU i y 




PROOOIQT* 1 1 7 4R0a~09 7^_Rfi 


QAQ 


tjt /\-t OAO 


vwri- aomain proieins. 


TIT 0170RP IS R3 1 ?^fV 10 1 SI 1-1S9S 


909 


PR00457 


ANIMAL HAEM PEROXIDASE 

olVjrlN A 1 UKJb 


PR00457E 20.67 3.118e-22 1072-1098 

PRnfMS7n 1/5R1 A 1 1 1047-1067 

x JWJKJ** J / ±J 10,01 *t. l7*rv-^l 1VT/-1VW/ 

PP0fMS7P 10 9S 1 #S7Se-11 1099-1047 
PR00457H 15 90 5 680e-13 1323-1337 
PR00457F 13.69 4.750e~12 1 125-1135 1 
PR00457G 17.45 8.615e-12 1252-1272 
PR00457B 13.29 3.411e-10 877-892 


909 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 1.000e-09 356-379 


909 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 4.581e-09 335-374 




rKUUUly 


T TJT T/TMTJ T> T/^T-T "DT7DT? A T CTflXT A TT TP 13 


PPAAA10T4 1 1 1A 7 ASfW*_AQ 1 A/|_1 17 


01 A 


DI A1 OA© 


VWFC domain proteins. 




910 


PR00457 


ANIMAL HAEM PEROXIDASE 

CT/^XT A TT TD T? 


PR00457E 20.67 3.118e-22 934-960 

PP AAyt^Tr^ Kfil 4 IQAp 01 QAQ Q70 

PP00zl < \7r' 10 9S 1 67Sf*-1^ R01 000 

PR00457H 15.90 5.680e-13 1185-1199 
PP.004S7F 1 ^ 69 4 7S0e-12 9R7-997 
PR00457G 17.45 8.615e-12 1114-1134 
PR00457B 13 29 3411e-10 739-754 


910 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 1.000e-09 302-325 


910 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 281-320 


910 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.920e-09 73-86 


911 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 3.250e-10 881-887 
BL00022B 7.54 1.000e-09 88-94 


911 


PK0U7 64 


/"WNiTDT "CTiifTTXTP PO OTf^XT ATTTDT? 


T)T> AAT/C/f T7 1/1 CO Q 17/lo^1A QAO O/^O 

x*KUU / o4Jr 1 0.oy o.Z /4C- 1 U y^Z-5/OZ 

PR00764F 16.89 6.377e~09 576^596 


911 


DT> AAA 1 A 


TVDIJ TT "C/^T? T fI/"U OT/^XT A TT TD C 

1 Yrii 11 JbCjr-LlJsJi MCxN A 1 UKb 


*DT> AAA 1 A A 1 1 TO 1 1C\f\a 1*7 A1 

PR00010C 11.16 5.636e-10 84-94 
PR00010C 11.16 6.727e-10 122-132 

PPOOOIOA 11 70 R 9SRfO 0 1fiR_1 70 

PR00010A 11.79 1.231e-09 102-113 
PR00010C 11.16 5.500e-09 877-887 
PR00010C 1 1.16 7.000e-09 230-240 


911 


DM00060 


338 kw NEUREXIN ALPHA HI CYSTEINE. 


DM00060 6.92 7.25Ge-ll 942-951 
DM00060 6 92 8 740e-09 576-585 


911 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E37.il l.OOOe- 10 925-972 
BL00279E 37.1 1 4.470e-10 846-893 
BL00279E 37.11 8.744e-09 559-606 


911 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern pro terns. 


BL01187B 12.04 9.667e-12 117-132 
BL01187A9.98 9.053e-ll 166-177 
BL01187B 12.04 6.175e-09 834-849 
BL01187A 9.98 8.125e-09 41-52 
BL01187B 12.04 9.325e-09 183-198 
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911 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 9.410e-10 574-585 
PD00919A 11.53 9.864e-09 47-58 


914 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BLO0888B 14.79 4.000e- 16 161-184 
BL00888B 14.79 1.692e-14 279-302 


914 


DM01513 


CAMP-DEPENDENT PROTEIN KINASE 

PFfiTTT ATHPY HI ATM 


DM015 13B 6.81 8.457e-34 198-249 

JL/JYIU131 3D O.ol Z.DUUe-14 jZZO/,5 


914 


PR00103 


CAMP-DEPENDENT PROTEIN KINASE 


PR00103B 13.39 1.000e-16 173-187 

ppnhiniA o ^o a in** \< 77£_70fl 
itivuuiiwa y.Dy o.iuoe-iD z/o-zyu 

PR00103E 17.80 9.591e-15 355-367 

PR00103D 10.83 3.700e-14 334-345 

PPOrtlftlH 11 1Q ^ Q1^*» 11 901 IfK 

PR00103A 9.59 1.500e-12 158-172 
PR00103C 15.68 1.000e-ll 322-331 
PR00103D 10.83 4.349e-10 210-221 


915 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 8.920e-10 602-615 i 


916 


PR00087 


LIPOXYGENASE SIGNATURE 


PR00087C 15.00 3.057e-21 373-393 
PR00087A 18.37 7.955e-18 335-352 
PR00087B 15.25 l.OOOe- 16 353-370 






Lipoxygenases iron-binding region proteins. 


BL00711E 19.66 8.909e-35 364-400 
BL007111 18.56 4.250e-34 526-563 
BL0071 ID 17.56 2.800e-24 296-321 
BL00711H 23.34 5.091e-23 484-522 
BL00711C 20.75 2.227e-21 221-249 
BL00711F 19.79 5.065e-16 434-450 
JdIAJU / 1 115 14.Z4 i.zyoe-iD Iol>-l/!> 
BL00711G 21.83 8.636e- 12 452-483 
BL00711A 15.87 5.645e-ll 94-103 


916 


PR00467 


MAMMALIAN LIPOXYGENASE 

^TfiNATTTPT? 

OlVJIN x\. 1 UJt\JC/ 


PR00467F 11.25 4.661e-18 418-440 
ppnn/i/>7T7 0 on ^ 1*7 ooq 110 

PR00467A 8.04 4.000e-13 11-28 
PR00467D 16.69 5.210e-12 196-217 

PROfVdnTR 17 7^ 1 Rl1n 1 1 ^7 11\ 

PR0O467C 12.06 1.662e-09 134-148 


917 


PR00467 


MAMMALIAN LIPOXYGENASE 


PR00467E 9.00 5.500e-17 266-285 

PPAfLlfi7A (\A A (\f\(\e* 1111 

r JxlAKfO /A 5.U4 **.UUUe-13 1 1-Zo 

PR00467D 16.69 5.210e-12 169-190 
PR00467B 17.25 1.831e-ll 57-76 


917 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL0071 1C 20.75 2.227e-21 194-222 
BL00711B 14.24 1.290e-15 131-146 

P*T /MV71 1 A 1 ^ R7 ^ ^A^o 1 1 O/ll m 


918 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL0071 1C 20.75 2.227e-21 223-251 
BL00711B 14.24 1.290e-15 160-175 
BL00711A 15.87 5.645e-ll 94-103 


918 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467E 9.00 5.500e-17 295-314 
PR00467A 8.04 4.000e-13 1 1-28 
PR00467D 16.69 5.210e-12 198-219 
PR00467B 17.25 1.831e-ll 57-76 
PR00467C 12.06 1.662e-09 134-148 


927 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R 


PD00919A 11.53 8.377e-10 216-227 
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927 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01 187B 12 04 7 429e-10 108-123 
BL01187B 12.04 9.486e-10 189-204 
BL01 187B 12.04 2.800e-09 227-242 


927 


PR00011 


TYPE m EGF-LIKE SIGNATURE 


PR00011D 14.03 4.158e-12 39-57 
PR00011B 13.08 2.973e-09 39-57 


927 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.276e-09 65-90 


927 


PR00010 


TYPE H EGF-LIKE SIGNATURE 


PR00010C 11.16 5.929e-09 194-204 
PR00010C 11.16 8.286e-09 113-123 


927 


BL01185 


terminal cystine knot proteins. 


BL01185B 21.14 9.047e-09 168-216 


927 


DM00060 


338 kw NEUREXIN ALPHA m CYSTEINE. 


DM00060 6.92 9.460e-09 139-148 


927 


BL01248 


Laminin-type EGF-like (LE) domain proteins. 


BL01248 1 1.02 9.660e-09 48-60 


928 


PR00456 


RIBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3 06 7 835e-09 1-15 


933 


BL00680 


Methionine aminopepndase subfamily 1 
proteins. 


BL00680 14.37 5.304e-17 173-194 


933 


BL01202 


Methionine aminopeptidase subfamily 2 
proteins. 


BL01202B 26.24 9.671e-10 173-210 


933 


PR00599 


METHIONINE AMINOPEPTIDASE. 1 
SIGNATURE 


PR00599B 12.01 4.600e-20 173-189 

PROOSQQA 11^1 OT*e> \A \ *\\ 

r lwjkjj ii. oj i.xoo-i*t Ul-lO** 

PR00599D 12.92 3.340e-10 273-285 


938 


PD00289 


PROTEIN SIB DOMAIN REPEAT 
PRESYNA. 




940 


PD02784 


PROTEIN NUCLEAR 
RIBONUCLEOPROTEIN. 


PD02784B 26 46 1 000e-40 917-9SQ 
PD02784C 20.76 1.000*40 335-380 
PD02784A 21.09 4.176e-36 178-214 
PD02784B 26.46 7.683e-10 370-412 


940 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030A 14.39 1.857e-09 456-474 
BL00030A 14.39 1.000e-08 186-204 


941 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7.188e-12 410-422 


941 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 408-426 


941 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 144-160 


941 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 139-148 


941 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17 53 7 632e~09 69-94 


941 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 146-172 


941 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 9.100e-14 237-252 
BL01187B 12.04 5.333e-12 192-207 
BL01187B 12.04 6.333e-12 110-125 
BL01 187A 9.98 9.250e-09 173-184 
BL01187A 9.98 1.000e-08 218-229 


942 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7. 188e- 12 415-427 


942 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 413-431 


942 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 149-165 


942 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 144-153 


942 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 74-99 


942 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 151-177 


942 


BL01187 


Calcium-binding EGF-like domain proteins 


BL01187B 12.04 9. lOOe- 14 242-257 
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pattern proteins. 


BL01187B 12.04 5.333e- 12 197-212 
BL01187B 12 046 333e-12 115-130 
BL01 187A 9 98 9 250e-09 178-189 
BL01187A 9.98 1.000e-08 223-234 


943 


PF00855 


P WWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


943 


BT O0633 


RTATTMvloiTWrn nrntp.int; 


BL00633B 13 82 8 977e-12 178-202 


943 


BL00479 


Phorbol esters / diacylglycerol binding 
rlnmain Trroteins 

WSJ 1 1 Ml III piV/lvllJiJi 


BL00479B 12.57 9.460e-10 94-109 


943 


PR00503 


BR OMODOMAIN SIGNATURE 

A_»AV\~/ATA V-/ vyXVA_rxJJL V U1VJ1 A, WAVA-/ 


PR00503B 9 96 8 667e-10 177-193 
PR00503D 20.81 9.069e-09 21 1-230 


944 


PF00855 


P WWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


944 


RT iX)633 


Bromodomain proteins. 


BL00633B 13 82 8 977e-12 178-202 


944 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 




PPOOS03 


BROMODOMAIN SIGNATURE 


PR00503B 9 96 8 667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


945 


PF00855 


PWWP HnnrmtTi twntpiiiQ 


PF00855 13 75 8 403e-13 274-290 


945 


BT j00633 


joi umum/i i Ian i ^uuicuio. 


BL00633B 13 82 8 977e-12 178-202 


945 


RT X10479 


PVirtrhrVI p<itPT<j / fiinpvlolviv^Tnl WtiHitio 

domain proteins. 


BL00479B 12 57 9 460e-10 94-109 




PP 00208 


GTTADTN AND TMW GTTTTFNTN 
SUPERFAMILY SIGNATURE 


PP 00208 A 12 59 9 868b- 10 835-852 
PR00208A 12.59 2.233e-09 838-855 






VJl_«J_r\_L/ UN . 


DM00406 7 73 Q 000p-09 836-848 


y+j 




RP OMOTjOM A TIM ^TGMATTTRP 


PP00503R 0 06 8 667e-10 177-103 
PR00503D 20.81 9.069e-09 211-230 




PF00RS5 


P\X/\XTP rlnmain nmfpinc 
r tt wr uuJULutiii piuiciiio. 


PF008SS 13 7S 8 403f»-13 97Q-295 






JPI UIaaUUajI Hal 1 1 piUlCxlxo. 


BT/)0633B 13 82 8 Q77p-12 183-207 


946 


RTD0479 


PHr*rf\n1 f>ctprc / H i n r*"\/l cy 1 vr* f*tt> 1 TvtnfliTit* 
lilUIUUl ColvlJ / lUilLyi&IYvwi ui uiiiumg 

domain proteins. 


BTj00479B 12 57 9 460&-10 99-1 14 


946 


PR00208 


GLIADEN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 9.868e-10 840-857 
PR00208A 12.59 2.233e-09 843-860 


946 


DM00406 


GLIADEN. 


DM00406 7.73 9.000e-09 841-853 


946 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9 96 8 667e-10 182-198 
PR00503D 20.81 9.069e-09 216-235 


950 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.039e-10 677-693 


950 


PR00206 


CONNEXIN SIGNATURE 


PR00206F 16.77 4.250e-09 498-521 


950 


PR00169 


POTASSIUM CHANNEL SIGNATURE 


PR00169G 9 39 7 932e-09 467-489 


951 


BL00427 


Disintegrins proteins. 


BL00427 13.93 7.592e-26 443-497 


951 


PR00138 


MATRDflN SIGNATURE 


PR00138D 16.56 5.101e-ll 342-367 


951 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 342-352 


951 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 2.500e~14 457-476 
PR00289B 1 1.79 4.226e-10 486-498 


951 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 8.909e- 10 337-355 


951 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 4.255e-09 336-367 


951 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 5.596e-09 336-367 


951 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907E 11.70 7.353e-09 629-651 


953 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR 


PD00078B 13.14 5.500e-ll 360-372 


953 


PF00023 


Auk repeat proteins. 


PF00023A 16.03 6.000e-12 334-349 
PF00023A 16.03 1.857e-ll 156-171 
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PF00023A 16 03 3 143e-l 1 255-270 
PF00023B 14.20 3.455e-09 363-372 
PF00023A 16.03 5.821e-09 188-203 


953 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 4.273e-ll 334-388 
PF00791B 28.49 4.818e-ll 301-355 
PF00791B 28 49 4 845e~10 188-242 
PF00791B 28.49 9.339e-09 222-276 


954 




XlltCI JLCJLUil alLula, UCla allU Uvlla loiinijr 

proteins. 


BL00252A 18 49 6 657e-23 35-71 
BL00252B 19.78 2.846e-14 73-123 


954 




TNTFB KPT? ON AT PKA AND BETA 
SUBUNIT SIGNATURE 


PR00266A 13 61 1 000e-13 67-79 


956 


PR00081 


GLUCOSE/RTOITOL DEHYDROGENASE 
FAMILY SIGNATURE 


PR00081A 10.53 6.226e-13 34-51 
PR00081F 15.71 7.632e-12 152-172 
PR00081B 10 38 2 895e-10 108-119 


958 


PR00885 


BACTERIAL GENERAL SECRETION 
PATHWAY PROTEIN H SIGNATURE 


PR00885B 8.16 9.143e-10 394-408 


958 


BL00616 


Histidine acid phosphatases phosphohistidine 
proteins. 


BL00616A 11.86 7.811e-09 40-47 


959 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 118-159 
BL00284D 16.34 4.857e-21 224-250 
BL00284B 17.99 5.800e- 19 91-111 
BL00284E 19.15 7.577&-18 305-329 


you 


r>T AAOC/t 


Serpins proteins. 


o.LUUZS*K^ Zo. DO Z.Jooe-ZJ loO-ZZ/ 

BL00284A 15.64 7.750e-22 73-96 
BL00284D 16.34 4.857e-21 292-318 
BL00284E 19.15 7.577e-18 373-397 






Serpnis proteins. 


tit no/jR/tr* 9R i aoa** ^4 i r*\_997 

IllAlUZo*r^ ZO.JU l.UU\JCO*f IOO-ZZ/ 

T*T ftft9R4 A 1 5 fA 7 75fW?9 7^-Ofi 
BL00284D 16 34 4 857e-21 292-318 
BL00284B 17.99 6.625e-18 159-179 
BL00284E 19 15 7 577e-18 373-397 


962 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 204-245 
BL00284A 15 64 7 750e-22 73-96 
BL00284B 17.99 5.800e-19 177-197 
BL00284E 19.15 7.577e-18 373-397 


964 


BL00427 


Disintegrins proteins. 


BL00427 13.93 2.739e- 16 459-513 




PR 00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15 41 9 045e-10 359-377 


964 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 1.429e-09 364-374 


964 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 7.000e-14 473-492 
PTC00989B 1 1 79 9 579e-09 509-514 


964 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 3.966e-ll 763-813 
BL00412D 16.54 7.065e- 10 759-809 
BL00412D 16.54 4.857e-09 764-814 
BL00412D 16.54 9.357e-09 762-812 


966 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238C 14.36 2.174e-17 177-198 
BL01238D 10.19 3.302e- 13 216-229 
BL01238A 11.72 6.936e-12 59-73 
BL01238B 10.99 1.529e-09 133-143 


967 


BL01113 


Clq domain proteins. 


BL01 113B 18.26 9.438e-20 95-130 
BL01113D 7.47 9.308e-12 195-204 
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BL01113C 13.18 4.750e-10 163-182 


967 


PR00007 


COMPLEMENT CIO DOMAIN 
SIGNATURE 


PR00007B 14.16 7.698e-13 116-135 
PR00007D 9.64 9.654e-ll 193-203 
PR00007C 15.60 3.656e-10 163-184 
PR00007A 19.33 1.571e-09 89-115 


969 


PRG0237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237A 11 48 5 355e-09 408-432 


970 


BL00290 


Iitimunoglobiilins and major 
Mstocoinpaubility complex proteins. 


BL00290A 20.89 7.480e-10 160-182 
BL00290B 13.17 2.875e-09 226-243 


970 


PR00939 


C2HOTYPE ZINC-FINGER SIGNATURE 


PR00939B 13.27 8.412e-09 532-540 


971 


BL00289 


Pentaxin family proteins. 


BL00289D 17.60 1.947e-31 409-447 

TUilfl9RQP 19 *\f\ R fi1 370-3RR 
BTj00289A 30 36 7 457e-14 282-312 
BL00289B 15.96 8.364e-12 327-341 


071 

7(1 


ppoorqs 


PFNTAxTN STfrNATTJRF 


PR00895E 12 74 5 065e-18 417-436 
PR00895D 14.28 3.769e-17 397-416 
PR00895C 12 29 4 273e-17 370^388 
PR00895A 14.53 8.826e-13 305-319 
PR00895B 14.20 2.154e-12 327-341 
PR00895F 15.41 1.439e- 10 436-450 


972 


PF00992 


Troponin. 


PF00992A 16.67 6.447e-09 741-775 


973 


BL00036 


bZBP transcriptipn factors basic domain 
proteins. 


BL00036 9.02 5.737e-ll 633-645 


y to 




TT TM TP AN<5n? TPTTfYW T7 A fTfYR 
JUiN 1 xY/ViN o ^XvLT 1 xUIN rAL-lwiV 


PPftOft/13R R 73 0 941 p_1 1 633-640 


973 


PF00624 


Flocculin repeat proteins. 


PF006241 9.10 5.125e-10 461-490 
PF00694I Q 10 S ROOe- 10 462-491 
PF006241 9.10 4.331e-09 458^187 
PF006241 9.10 6.457e-09 456-485 
PF006241 9.10 6.81 le-09 453-482 
PF006241 9. 10 8.441e-09 454-483 


977 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.174e-10 2473-2486 


977 


DM00406 


GLIADIN. 


DM00406 7.73 L400e-09 537-549 


Q77 


PI? 00071 


SMATT PROT TNTv-RTPH PROTFTN 

l VI /-\ l .1 > i X\.Vyi-»Xl^l X-f— XVlV^XX x XX. v/ X Xj-xX 'l 

SIGNATURE 


PR00021 A 4 31 2 253e-09 538-550 


977 


BL00904 


Protein prenyltransferases alpha subunit 
repeat proteins proteins. 


BL00904A 8.30 2.660e-09 537-586 


977 


DM00215 


PROUNE-RICH PROTEIN 3. 


DM00215 19.43 5.821e- 10 543-575 
DM00215 19.43 7.750e-10 531-563 
DM00215 19.43 7.750e-10 559-591 
TjM0091 S 1Q 43 2 S2Se-09 S36-S6R 
DM00215 19.43 4.508e-09 533-565 


977 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00O49D 0.00 9.017e-ll 540-554 
PR00049D 0.00 9.168e-ll 541-555 
PR00049D 0.00 2.983e-09 538-552 
PR00049D 0.00 3.288e-09 539-553 
PR00049D 0.00 3.898e-09 543-557 
PR00049D 0.00 4.814e-09 537-551 
PR00049D 0.00 6.034e-09 191-205 


977 


PR00239 


MOLLUSCAN RHODOPSIN C- 
TERMINAL TAIL SIGNATURE 


PR00239E 1.58 6.318e-09 542-553 
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977 


t»t nn41^ 

JDLAJ\S^t 


oyiiaphiiLS proteins. 


Ttf 0041 4 90 8 14^p~1 1 S^fi-S00 

BL00415N4.29 8.357e-ll 550-593 
P*T 1)041 <TNT 4 90 ft 709«-10 S4VSR6 

BL00415N 4.29 8.145e-10 532-575 
BL00415N 4.29 8.969e-10 548-591 
BL00415N 4.29 3.562e-09 555-598 
BL00415N 4.29 4.088e-09 531-574 
BL00415N 4.29 9.869e-09 539-582 


077 
y 1 1 


PPfift.91 1 


m T1TPT TM QTmsJATTTDT? 


PP0091 in n r/» q oi 7p no ^<;i S7i 

r IvUUZl 115 U.OO y.zrl /C-U!/ J «?!-«> / 1 


qro 
yov 


JttlAlUZoZ 


jvazai serine protease lnnioiiors iamiiy 
proteins. 


T*T HA9R9 1 RR A 914*» 1?71 05 


oro 


PPftftR^ii 


XI 1 ivr\/ 1/EVjy rivv/ 1 HrVOU F/\1VUJ_« I 
STGNIATTTPF 


PP00RX1P 15 4^ ^ ft1^ft-90 9V7-9K1 
PPOOR'Mn 19 14 ft 455ft- 1R 975-999 
PR00834B 10.09 5.500e-14 196-216 
PR00834E 13.63 5.355e-13 297-314 

PP00R^4F 10 91 9 52fie-12 ^89-401 

PR00834A 9.80 3.659e-ll 175-187 


980 


BL00222 


lasulin-like growth factor binding proteins. 


BL00222B 1 1.09 4.420e- 10 22-37 


980 


PR00290 


KAZAI^TYPE SERINE PROTEASE 

liNJTUxSi i KJJx. olLJiNA 1 UlvH 


PR00290B 9.78 4.326e~09 84-95 


QRO 


pr nA070 
i3±A/vZ / j 


Heat-stable enterotoxins proteins. 


TXT AA97^ 1 9 9/1 R 9R/w» HO 9£J3R 
dLAJkJZ. id iz.zh o.zooe-uy ZO-jo 


981 


PR00792 


PEPSIN (Al) ASPARTIC PROTEASE 
FAMILY SIGNATURE 


PR00792A 11.54 5.500e-18 80-100 
PR00792D 12.74 9.069e-13 395-410 

PP007Q9P' 0 10 A 91/L* 19^19 39** 
ri\\>\jfyzvs y. ikj *kzi*te-iz jizozj 


981 


BL00141 


Eukaryotic and viral aspartyl proteases 
proteins. 


BL00141A 12.10 4.789e-15 87-102 
BL00141E 14.32 6.850e-15 396-419 
BL00141D 6.28 7.300e-ll 312-321 
BL00141B 12.14 2.929e-10 228-239 


982 


BL00523 


Sulfatases proteins. 


BL00523A 13.36 6.65 le-1 044-60 


984 


PR00765 


CARBOXYPEPTEDASE A 

XjTTTT'AT T fYDT>rVTC2 A OT3 f\X 1 A\ X2 K \KT( V 

MlilAJULAyJrKUlJiAbxi (M14J rAJYUJLY 

SIGNATURE 


PR00765B 15.57 7.857e-16 99-1 13 

JrKUU/OMJ 14.10 J. jUUe- 11 Z33-Z40 

PR00765C 12.55 1.290e-10 179-187 


984 


BL00132 


Zinc carboxypeptidases, zinc-binding region 
1 proteins. 


BL00132C 21.35 3.308e-28 129-169 

iJlA/lM;JZfcS O.VJ 1.5/ ie-10 yjJ-1 1Z 

BL00132A 26.07 1.682e-14 50-90 
BL00132F 13.26 7.254e-14 228-249 
BL00132D 12.70 2.875e-12 173-187 
BL00132E 17.72 3.552e-12 199-225 
BL00132G 10.94 4.541e-10 285-302 


985 


PR00765 


CARBOXYPEPTEDASE A 
SIGN ATT TP F 


PR00765B 15.57 7.857e-16 99-113 

PPAA7£5T*I 14 1£ 5 5AAo 1 1 OH 1A& 
rt\.\J\) / ODD l*f. 10 J.Jl/Ue-l 1 Zjj-Z^O 

PP007fi5P 19 55 1 900ft-10 170 1R7 


985 


BL00132 


Zinc carboxypeptidases, zinc-binding region 
1 proteins. 


BL00132C 21.35 3.308e-28 129-169 
BL00132B 15.93 1.871e-16 99-112 
BL00132A 26.07 1.682e-14 50-90 
BL00132F 13.26 7.254e-14 228-249 
BL00132D 12.70 2.875e-12 173-187 
BL00132E 17.72 3.552e-12 199-225 
BL00132G 10.94 4.541e-10 285-302 


990 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 5.304e-ll 110-122 


991 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 1.000e-15 139-169 
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BL00107B 13.31 4.273e-13 209-224 


991 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 7.894e-13 139-157 


991 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240E 11.56 6.580e-10 125-162 


994 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007A 19.33 6.936e-13 168-194 
PR00007C 15.60 9.250e-13 243-264 
PR00007B 14.16 9.372e-13 195-214 
PR00007D 9.64 5.500e-U 275-285 


994 


PR00524 


CHOLECY STOKININ TYPE A RECEPTOR 
SIGNATURE 


PR00524F 5.36 1.766e-09 94-107 


994 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 7.058e-12 79-107 
BL00420A 20.42 4.689e-10 97-125 
BL00420A 20.42 6.902e-10 82-110 
BL00420A 20.42 1.277e-09 85-113 
BL00420A 20.42 5.292e-09 76-104 


994 


BLOl 113 


Clq domain proteins. 


BL01113B 18.26 1.675e-24 174-209 
BL01113A 17.99 1.871e-15 85-111 
BL01113A 17.99 5.091e-14 82-108 
BLOl 1 13D 7.47 3.250e-13 277-286 
BL01113A 17.99 4.892e-13 76-102 

BL01113A 17.99 9.757e-13 79-105 
BL01113A 17.99 3.769e-12 88-114 
BL01113A 17.99 6.308e-12 91-117 
BL01113C 13.18 9.294e-12 243-262 
BTi)l 1 11 A 17 00 8 1SOp-1 1 7ft-0fi 
BL01113A 17.99 9.795e-ll 97-123 
BL01113A 17 99 9 809e-10 73-99 
BL01113A 17.99 6.019e-09 103-129 


995 


DM01595 


kw ALLANTOICASE SPAC1F7.09C. 


DM01595D 10.94 8.269e-16 116-140 
DM015951 8.91 2.714e-15 300-317 
DM015951 8.91 9.727e-14 117-134 
DM01595D 10.94 3.274e-ll 299-323 
DM01595E 14.67 6.299e-09 152-184 


997 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 4.103e-18 1089-1112 


997 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 4.326e-16 377-399 


1001 


BL00048 


Protamine PI proteins. 


BL00048 6.39 6.684e-10 949-975 
BL00048 6.39 3.363e-09 947-973 
BL00048 6.39 9.888e-09 781-807 


1002 


PF00628 


PHD-fmger. 


PF00628 15 84 8 412e-14 201-215 


1002 


BL00048 


Protamine PI proteins. 


BL00048 6.39 6.684e-10 1158-1184 
BL00048 6.39 3.363e-09 1 156-1 182 
BL00048 6.39 9.888e-09 990-1016 


1003 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 4.103e-ll 1132-1146 
PR00320C 13.01 8.200e-10 1132-1146 
PR00320A 16.74 9.735e-10 1091-1105 
PR00320C 13.01 2.500e-09 1091-1105 
PR00320B 12.19 6.625e-09 1132-1146 


1004 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 1.545e-16 21-37 
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1004 


PD00306 


PROTEIN GLYCOPROTEIN PRECURSOR 
RE. 


PD00306A 10.26 2.929e-09 257-270 


1006 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399A 9.52 1.964e-09 162-177 


1007 


PR00806 


VINCULIN SIGNATURE 


PR00806D 11.95 3.963e-09 564-579 


1008 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17 12 5 625e-10 565-598 
BL00319C 17.12 4.316e-09 563-596 
BL00319C 17.12 5.382e-09 560-593 


1008 


PF00922 


Vesiculovirus phosphoprotein. 


PF00922A 19 17 8 862e-0Q 571-604 


1009 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR00405B 11.83 8.385e-15 281-298 
PR00405A 17.71 4.306e-14 262-281 


1009 


PR0O452 


SH3 DOMAIN SIGNATURE 


PR00452R 1 1 i S SOOe-OQ RQS-Q1 ft 


1009 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A ?S1 Q 


1011 


BL00240 


Receptor tyrosine kinase class IH proteins. 


BL00240B 24 70 2 674e-10 384-407 
BL00240B 24.70 8.535e-10 479-502 
BL00240B 24.70 7.702e-09 575-598 


1011 


PD02870 


RECEPTOR INTERLEUKJN-1 
PRECURSOR. 


PD02870B 18.83 4.600e-10 617-649 
PD02R70R 1 R R** S RR^p-OQ ?R-fift 
PD02870B 18.83 7.894e-09 225-257 


1015 


BL00018 


EF-hand calcium-binding domain proteins. 


BL00018 7.41 5.765e-ll 147-159 


1015 


PR00450 


RECOVERJN FAMILY SIGNATURE 


PR00450C 12.22 1.228e-09 33-54 


1015 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 6.559e-09 26-62 


1018 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.474e-24 136-175 
BL00237C 13.19 6.400e-14 289-315 
BL00237B 5.28 3.077e-12 244-255 

DT ftAHTR 11 Ci CCA „ 11 OilO ICO 

BLOUZ37J-) 11.23 9.654e-ll 342-358 


1018 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 


PR00237E 13.03 2. 588e- 16 236-259 

punrnTm o o/i q onn^ 1/1 io< o/v7 
rssX)\)Z.D iL) o.oUUe-14 1&0-ZU7 

PR00237B 13.50 2.636e-13 105-126 

JrJK.UUZJ/Lx 13.01/ ^Ki/OUe-l J 1jU-1/Z 

PR00237F 13.57 6.040e-13 294-318 
PR00237A 11.48 3.143e-12 72-96 
PR00237G 19.63 3.531e-12 332-358 
PR00237E 13.03 4.441e-09 234-257 


1018 


PR00238 


OPSIN SIGNATURE 


PR00238B 16.24 2.667e-14 208-220 
PR00238A 13.79 8.286e-09 93-105 


1018 


PR00667 


RETINAL PIGMENT EPITHELIUM- 
RETINAL GPCR SIGNATURE 


PR00667B 10.86 8.800e-09 91-106 






T FTTrTMP PTPT4 PPPPAT QTfTMATTTPTJ 


PT?f\AA1Q A 1 1 lO < <AA Q 1C no Iftl 

rKAAJVxyJK 11. ly j.jlK>e-lD 3/6-391 

PR00019A 11.19 3.739e-10 134-147 

rk\\)U\JlyD 1 l.JO l.wUe-Uy J J3-34o 

PR00019B 1 1.36 2.440e-09 375-388 
PR00019A 11.19 3.333e-09 252-265 
PR00019B 11.36 4.960e-09 225-238 
PR00019A 11.19 7.000e-09 560-573 
PR00019B 1 1.36 7.840e-09 351-364 . 
PR00019B 11.36 9.640e-09 180-193 


1021 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 6.595e-15 996-1019 


1021 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791C 20.98 6.011e-12 606-644 
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1021 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9 97 5 050e-l 1 625-638 


1021 


PR00834 


HTRA/DEGO PROTEASE FAMILY 
SIGNATURE 


PR00834F 10 91 2 946e-09 621-633 


1021 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14 79 4 682e-09 355-378 


1022 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16 57 6 595e-15 946-969 


1022 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791C 20.98 6.011e-12 556-594 


1022 


PD00289 


PROTEIN SIB DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 5.050e-ll 575-588 


1022 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 571-583 


1022 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.682e-09 305-328 


1024 


BL00476 


Pattv acid de<&tuTases familv 1 nroteins 

A. BUJ UwlU UviNUUilUU lul III IT A Ul UlwUU< 


BL00476B 18 34 5 420e-09 365-408 


1024 


PR00669 


INHIBIN ALPHA CHAIN SIGNATURE 


PR00669B 8.27 6.488e-09 204-220 


109 s 


PIT .00476 


Kottu q/»iH nAaatiiracpo tcityiiIx/ 1 nrnfptnc 
■Tally add UC2>alura£»C2> lallll lj I piULCJlia. 




1025 


PR00669 


INHIBIN ALPHA CHAIN SIGNATURE 


PR00669B 8.27 6.488e-09 166-182 


1028 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 9.419e-36 133-180 
BL00232B 32.79 5.345e-21 242-289 
BL00232A 27.72 3.727e-20 39-71 

JtJlAJUZoZv^ 1U.OD Z. /4Ze-lH ZW-Zj/ 

BL00232B 32.79 6.566e-14 357-404 


in?R 

1UZO 


x xvUUZl/J 




x\KUUZlDx> 1 1.35/ Z.yUVe-lD Z4U-ZD / 

pRno?n^A id 7^ r 4^7i»_n ifi^_iRn 

JTJKA/UZU.}./*. LH. / D o.T'J/e-ll ID^-loU 


1029 


BL00232 


Cadherins extracellular repeat proteins 

till II Mil II ^FlULCUlo. 


BL00232B 32.79 9.419e-36 133-180 

TIT ilft?^7R 39 70 S 34Si»-9 1 949-9RQ 
BIi)0939A 97 79 3 797e~90 30-71 
BL00232C 10.65 2.742e-14 240-257 
BL00232B 32.79 6.566e-14 357-404 


1029 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 2.909e-15 240-257 
PR00205A 14.73 8.457e-ll 165-180 


1030 


PF00816 


H-NS histone family. 


PF00816B 13.84 9.284e-09 102-131 


1030 


PR00124 


ATP SYNTHASE C SUBUNIT 
SIGNATURE 


PR00124A 8.81 9.000e- 10 41-60 
PR00124A 8.81 9.379e-09 43-62 


1030 


BL00604 


Synaptophysin / synaptoporm proteins. 


BL00604F 5.96 9.696e-09 41-85 


IfYl 1 

1U31 


T}T r\f\Q/TQ 


Renal dipeptidase proteins. 


BLOOooyC 12.58 3.172e-19 112-147 
BL00869E 13.12 9.129e-18 173-209 

olAlUoOyj 1D.OU O.U3Ze-l / JZ3-30Z 

BL00869H 11.08 1.840e- 16 272-294 
BL00869G 13.55 2.543e-16 245-266 
BL00869F 12.77 7.031e-14 210-244 
BL008691 12.92 3.274e-12 295-322 
BL00869D 14.02 5.282e-10 148-176 
BL00869B 15.55 9.382e-10 84-113 


1032 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 7.446e-ll 244-288 
BL00218E 23.30 3.640e-10 325-364 


1033 


BL00721 


Formate—tetrahydrofolate ligase proteins. 


BL00721B 13.21 1.000e-40 456-510 
BL00721D 13.90 1.000e-40 648-701 
BL00721E 13.46 1.000e-40 707-755 
BL007211 18.79 2.500e-40 924-969 
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BL00721H 21 20 8 239e-3Q 873-923 
BL00721A 15.31 9.719e-32 397-430 
BL00721C 16 92 4 000e-30 608-644 
BL00721F 15.96 8.232e-27 770-811 
BL00721G 7.97 3.017e-10 831-843 


1033 


PR00085 


TETRAHYDROFOLATE 
DEHYDROGENASE/CYCLOHYDROLASE 
FAMILY SIGNATURE 


PR00085C 15.23 4.906V15 169-190 
PR00085B 15 92 7 488e-10 136-163 
PR00085E 15.79 6.216e-09 266-295 


1033 


BL0O415 


*J J lX(X^J OXXXO £Jl\Jl\/lHt>. 


BL00415N4 29 8 489e-09 18-61 


1035 


PR00834 


HTRA/DEGO PROTEASE FAMILY 
SIGNATURE 


PR00834F 10 91 2 946e-09 82-94 


1035 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 2.962e-09 911-933 


1035 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 4.814e-09 1125-1139 
PR00049D 0.00 5.729e-09 147-161 


1035 


PR00554 


ADENOSINE A2B RECEPTOR 
SIGNATURE 


PR00554B 12 52 8 855e-09 724-732 


1037 


PR00390 


PHOSPHOLIPASE C SIGNATURE 


PR00390A 15 09 1 439e-20 295-313 


1037 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 4.971e-09 135-171 


1037 


BTi)fl999 

xj xj\j\j £,y 




RT .00999 A 99 87 S 1 14p-00 990-9S3 


1039 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245B 10.38 5.821e-14 176-190 
PT*fW94SA 18 (V* 801 14 S8-70 

PR00245E 12.40 6.170e-ll 29O-304 
PR00245C 7.84 2.286e-10 237-252 


1039 


BL00237 


G-tTroteiti coimled recentnrc "nrnteTn<? 


BL00237A 27 68 5 408e-09 89-128 


1039 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 7.577e-09 54-65 


1039 


PR00534 


MELANOCORTIN RECEPTOR FAMILY 
SIGNATURE 


PR00534A 11.49 8.586e-09 50-62 


1039 


PR00237 


RHODOPSIN-UKE GPCR SUPERFAMELY 
SIGNATURE 


PR00237B 13.50 6.000e-09 58-79 
PR00237E 13.03 8.941e-09 198-221 


1040 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01 187A 9.98 2.125e-12 233-244 
BL01 187A 9.98 4.789e-l 1 286-297 
BL01187B 12.04 3.057e-10 348-363 


1040 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919D 17.80 L000e-40 406-456 
PD00919D 17.80 1.000e-40 465-515 
PD00919G 15.92 1.000e-40 590-633 
PD00919H 17.48 1.000e-40 634-675 
PD009191 18.44 1.000e-40 676-724 
PD00919J 16.09 1.000e-40 737-775 
PD00919K 18.26 1.000e-40 776-810 
PD00919L 16.90 1.000e-40 812-851 
PD00919C 12.28 9.250e-34 357-386 
PD00919F 1 1 63 7 000e-33 555-583 

x xJ\J\jj x 71 xx. UJ / .wuv JJ J JJ JOJ 

PD00919E 11.16 1.000e-32 521-549 
PD00919G 15.92 4.197e-23 453-496 
PD00919G 15.92 1.556e-20 394-437 
PD00919F 11.63 5.103e-20 399-427 
PD00919G 15.92 9.111e-20 550-593 
PD00919D 17.80 3.793e-19 526-576 
PD00919F 11.63 8.397e-18 458-486 
PD00919B 9.47 3.455e-17 308-322 
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PD00919D 17.80 6.967e-17 566-616 
PD00919A 11.53 3.520e-15 199-210 
PD00919F 11.63 6.000e-15 595-623 
PD00919D 17.80 3.970e-14 488-538 
PD00919D 17.80 8. HOe- 14 429-479 
PD00919F 11.63 3.379e-13 517-545 
PD00919G 15.92 4.757e-12 489-532 
PD00919D 17.80 6.094e-12 370-420 
PD00919D 17.80 9.915e-12 562-612 
PD00919E 11.16 2.517e-ll 403-431 
PD00919B 9.47 3.714e-ll 215-229 
PD00919G 15.92 7.224e-ll 512-555 
PD00919F 11.63 8.372e-ll 494-522 
PD00919E 11.16 8.382e-ll 498-526 
PD00919E 11.16 9.899e-ll 462-490 
PD00919E 11.16 2.663e-10 559-587 
PD00919D 17.80 9.061e-10 501-551 
PD00919E 11.16 1.092e-09 599-627 
PD00919D 17.80 1.525e~09 503-553 
PD00919G 15.92 3.638e-09 430-473 
PD00919E 11.164.582e-09 439-467 
PD00919D 17.80 6.625e-09 524-574 
PD00919A 11.53 6.727e-09 239-250 
PD00919D 17.80 6.775e-09 442-492 



1042 



BL01022 



PTR2 family proton/oligopeptide symporters 
proteins. 



BL01022B 22.19 2.241e-15 74-1 19 
BL01022E 23.51 3.739e-14 440-475 
BL01022A 11.58 2.212e-12 44-62 
BL01022D 9.42 2.946e-12 195-207 
BL01022C 16.62 6.226e-10 160-183 



1042 



PR00308 



TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 



PR00308C 3.83 2.169e-09 20-29 



1043 



PF01140 



Matrix protein (MA), pi 5. 



PF01 140D 15.54 3.700e-10 977-101 1 



1043 



DM00215 



PROLINE-RICH PROTEIN 3. 



DM00215 19.43 5.018e-10 542-574 
DM00215 19.43 8.322e-09 537-569 
DM00215 19.43 8.322e-09 541-573 
DM00215 19.43 8.627e-09 530-562 
DM00215 19.43 9.542e-09 540-572 



1044 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 9.727e-36 1(M8 



1044 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDI. 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 3 
13.92 4 
13.92 6 
13.92 1. 
13.92 1 
13.92 9 
13.92 3 
13.92 4. 
13.92 5 
13.92 2. 
13.92 7. 
13.92 2 
13.92 1 



769e-15 
462e-15 
538e-15 
000e-13 
000e-13 
000e-13 
571e-12 
000e-12 
714e-12 
957e-ll 
652e-ll 
385e-10 
600e~09 



384-396 
244-256 
468-480 
300-312 
608-620 
160-172 
216-228 
580-592 
496-508 
524-536 
328-340 
552-564 
272-284 
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1044 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2.636e-15 589-602 
PR00048A 10.52 4.273e-15 253-266 
PR00048A 10.52 5.500e-14 533-546 
PR00048A 10.52 4.214e-13 225-238 
PR00048A 10.52 5.765e-12 281-294 
PR00048A 10.52 7.882e-12 477-490 
PR00048A 10.52 1.474e-ll 169-182 
PR00048A 10.52 1.947e-ll 141-154 
PR00048A 10.52 3.368e-ll 309-322 
PR00048A 10.52 8.105e-ll 561-574 
PR00048A 10.52 9.526e-ll 393-406 
PR00048B 6.02 1.000e-10 297-306 
PR00048B 6.02 1.563e-10 577-586 
PR00048B 6.02 3.250e-10 353-362 

nn AAA/1 CD C AO 1 1<Ac» 1 A A AO A 1 C 

PR00048B 6.02 3.250e-10 437-446 
PR00048A 10.52 4.522e-10 617-630 
PR00048B 6.02 4.938e-10 241-250 
PR00048B 6.02 7.750e-10 493-502 
PR00048B 6.02 8.875e-10 381-390 
PR00048B 6.02 8.875e-10 465-474 
PR00048A 10.52 2.440e-09 197-210 
PR00048B 6.02 4.789e-09 605-614 


1044 


BL00028 


Zinc ringer, C2H2 type, domain proteins. 


BL00028 16.07 7.429e-16 536-552 
BL00028 16.07 2.125e-15 592-608 
BL00028 16.07 4.938e-15 256-272 
BL00028 16.07 5.950e-13 228-244 
BL00028 16.07 1.000e-ll 452-468 
BL00028 16.07 2.73 le-11 396-412 
BL00028 16.07 4.1 15e-ll 172-188 
BL00028 16.07 5.154e-ll 284-300 
BL00028 16.07 5.846e-ll 480-496 
BL00028 16.07 6.538e-ll 564-580 

DT AAAOO 1 £L AT Q A^Aa. 1 1 /JOA^/C^A 

BL00028 16.07 1.300e-10 144-160 

T4T AAAOQ 1 £ (Y7 1 OA/Win 1A(\-.1*\/\ 

BL00028 16.07 1.900e-10 424-440 

RT Aftft9R 16 (Y7 0 1 OOp-1 0 1 16-1^9 

BL00028 16.07 9.100e-10 200-216 
B 1 1)0028 16 07 9 700e~10 368-384 
BL00028 16.07 5.629e-09 508-524 
BL00028 16.07 7.943e-09 312-328 


1046 


PD01795 


PROTEIN AMINOPEPTDDASE 
PRECURSOR HYDROLASE SIGNA. 


PD01795A 10.27 6.667e-09 362-370 


1049 


PF00651 


BTB (also known as BR-C/Ttk) domain 
proteins. 


PF00651 15.00 7.840e-09 43-55 


1049 


PR00766 


AMDLORIDE-SENSrnVE AMINE 
OXIDASE SIGNATURE 


PR00766G 1 1.62 9.905e-09 91-1 1 1 


1050 


BL00211 


ABC transporters family proteins. 


BL00211B 13.37 7.429e-20 141-172 


1051 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 1.545e-16 21-37 


1051 


PD00306 


PROTEIN GLYCOPROTEIN PRECURSOR 
RE. 


PD00306A 10.26 2.929e-09 257-270 
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1052 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 5.500e- 12 77-110 


1052 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 9.100e-12 154-176 


1053 


PR00018 


KRJNGLE DOMAIN SIGNATURE 


PR00018A 14.52 3.423e-09 36-51 


1054 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 4.504e-09 85-132 
DM01688J 14.69 8.364e-09 32-68 


1055 


BL00290 


Inmiunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 4.000e-21 281-298 
BL00290A 20.89 4.600e-16 34-56 
BL00290A 20.89 4.375e-15 224-246 


1064 


PD00289 


PROTEIN SIB DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 1.000e-09 453-466 
PD00289 9.97 5.034e-09 47-60 PD00289 
9.97 5.034e-09 258-271 


1064 


PF00595 


PDZ domain proteins (Also known as DHR 
or GLGF). 


PF00595 13.40 9.250e-10 450-460 
PF00595 13.40 7.000e-09 255-265 


1067 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.471e-12 126-144 


1067 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 2.800e-22 126-156 
BL00107B 13 31 6 786e-ll 196-211 


1067 


BL00479 


Phorbol esters / diacylgjycerol binding 
domain proteins. 


BL00479C 12.01 3.000e-09 174-186 


1067 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL00790M 8.74 4.857e-09 1 17-138 


1068 


PR00179 


UPOCAUN SIGNATURE 


PR00179B 9.56 L000e-12 120-132 
PR00179C 19.02 1.000e-10 148-163 
PR00179A 13.78 5.680e-10 37-49 


1068 


BL00213 


Lipocalin proteins. 


BL00213B 8.78 8.000e-10 120-130 
BL00213A 12.95 9.526e-10 37-50 


1070 


PR00200 


ANNEXIN TYPE IV SIGNATURE 


PR00200G 9.43 5.602e-17 299-325 

r JvUUZUU aj 1 \J. KJ\J 0. 1 OUC- 10 1 jO- 13/ 

PR00200E 10.00 3.012e-13 295-316 
PR00200F 13.72 6.157e-13 219-245 
PR00200E 10.00 4.742e-12 64-85 
PR00200B 7.39 9.063e-12 69-91 

PR00900GQ43 1 Q01p.11 140-1 
PR00200D 10.01 5.304e-ll 109-125 
PR00200H 13.68 5.050e-10 343-356 
PR00200B 7.39 2.865e-09 14M63 


1070 


PR00202 


ANNEXIN TYPE VI SIGNATURE 


PR00202G 8.01 1.563e-14 299-325 
PR00202E 13.00 9.613e-13 219-245 
PR00202D 5.58 8.636e-ll 136-157 
PR00202G 8.01 2.525e-09 140-166 
PR00202D 5.58 3.560e-09 64-85 


1070 


PR00199 


ANNEXIN TYPE TIT SIGN ATT FRF 


PR00199D 5.65 1.409e-16 295-316 
PR00199G 9.09 6.354e-16 300-325 
PR00199D 5.65 6.455e~16 136-157 
PR00199D 5.65 1.474e-13 64-85 
PR00199B 6.86 2.346e-10 69-91 
PR00199B 6.86 5.458e-10 300-322 
PR00199B 6.86 8.234e-10 141-163 
PR00199C 13.84 6.464e-09 109-125 


1070 


PR00197 


ANNEXIN TYPE I SIGNATURE 


PR00197D 7.50 5.629e-16 136-157 
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PR00197F 9.03 7.395e-15 299-319 
PR00197D 7.50 1.234e-14 295-316 
PR00197E 11.89 3.541e-13 219-245 

PR00197B 7.56 7. 124e-09 69-91 


1070 


PR00198 


ANNEXIN TYPE H SIGNATURE 


PR00198D 7.65 2.222e-15 136-157 
PR00198D 7.65 3.647e-13 295-316 
PR00198G 8.09 4.375e-13 299-319 
PR00198D 7.65 9.165e-10 64-85 
PR00198B 8.71 7.529e-09 69-91 
PR00198C 14.32 7.900e~09 109-125 


1070 


BL00223 


Annexins repeat proteins domain proteins. 


BL00223C 24.79 1.000e-40 278-332 
BL00223B 28.47 9.679e-39 201-250 
BL00223A 15.59 1.000e-27 132-165 . 
BL00223A 15.59 6.936e-22 60-93 
BL00223C 24.79 3.077e-17 119-173 
BL00223A 15.59 4.194e-16 291-324 
BL00223C 24.79 2.514e-09 47-101 
BL00223B 28.47 8.533e-09 117-166 


1070 


PR00201 


ANNEXIN TYPE V SIGNATURE 


PR00201G 11.02 7.692e-19 299-325 
PR00201D 10.49 1.656e-ll 136-157 
PR00201A O.U5 o.24ze-ll oy-yl 
PR00201E 12.37 8.040e-ll 219-245 
PR00201C 11.13 3.897e~10 109-125 
PR00201D 10.49 5.050e-10 64-85 
PR00201G 11.02 6.215e-10 140-166 
PR00201D 10.49 9.910e-10 295-316 
PR00201A 6.05 4.297e-09 300-322 
PR00201H 12.04 7.506e-09 343-356 
PR00201A 6.05 8.842e-09 141-163 


1070 


PR00196 


ANNEXIN FAMILY SIGNATURE 


PR00196D 21.86 2.895e-21 219-245 
PR00196E 9.19 3.077e-20 299-319 
PR00196C 10.36 5.500e-20 136-157 
PR00196A 11.16 7.632e-19 69-91 
PR00196C 10.36 1.500e- 15 295-316 

DDAAi O/TD 1 ft B 9Ttt> 1 <* 1 no 1 OK 

PR00196C 10.36 8.071e-14 64-85 
PR00196A 11.16 2.714e-12 141-163 
PR00196G 11.72 4.250e-12 343-356 
PR00196E 9.19 9.735e-12 140-160 
PR00196F 13,89 1.000e-ll 327-342 
PR00196A 11.16 8.859e-10 300-322 
PR00196F 13.89 7.938e-09 168-183 
PR00196D 21.86 9.775e-09 135-161 


1071 


BL00610 


S odiinnineurotransmitter symporter family 
proteins. 


BL00610A 17.73 L000e-40 52-101 
BL00610B 23.65 1.000e-40 115-164 
BL00610C 12.94 1.000e-40 212-263 
BL00610E 20.34 1.000e-40 372-414 
BL00610F 29.02 1.000e-40 469-523 
BL00610G 12.89 9.217e-22 528-550 
BL00610D 20.97 4.822e-19 278-330 
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1071 


PR00176 


SODIUM/NEUROTRANSMITTER 
SYMPORTER SIGNATURE 


PR00176A 16.82 1.529e-26 52-73 
PR00176C 10.84 5.500e-25 124-150 
PR00176G 12.48 2.688e-22 458-478 
PR00176E 11.41 2.000e-21 322-342 
PR00176F 10.73 3.333e-20 376-395 
PR00176B 7.31 1.600e-19 81-100 
PR00176D9.02 1.321e-l 8 239-256 
PR00176H 15.27 2.440e-18 498-518 


1072 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.652e-09 113-122 


1073 


BL01207 


Glypicans proteins. 


BL01207C 19.08 6.538e-31 250-285 
BL01207B 23.69 9.122e-28 191-236 
BL01207D 23.23 1.692e-24 429-463 
BL01207A 12.21 l.OOOe- 16 62-77 
BL01207E 13.70 1.214e-ll 487-503 


1073 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 3.898e-09 515-529 


1073 


BL00291 


Prion protein. 


BL00291A 4.49 7.724e-09 530-564 


1073 


PR00829 


MAJOR POLLEN ALLERGEN LOL PI 
FAMILY SIGNATURE 


PR00829E 10.81 9.597e-09 306-320 


1075 


PF00777 


Sialyltransferase family. 


PF00777C 18.60 2.581e-28 294-348 


1078 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 4.541e-13 790-816 


1078 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 

BL00477L23 51 5 500e-16 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
BL004771 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H 9 07 5 395e-12 1054-1065 
BL00477C 15.70 1.161e-10 236-252 


1079 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 4.541e-13 804-830 


1079 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477F 17 34 8 500e-25 799-82R 
BL00477A 13 50 9 800e-23 135-163 
BL00477E 17.53 6.538e-13 769-789 
BL00477B 9.05 6.625e-13 222-234 
BL00477D 12.73 4.073e-12 743-752 
BL00477C 15.70 1. 1 61 e- 10 249-265 


1080 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477A 13.50 9.800e-23 122-150 
BL00477B 9.05 6.625e-13 209-221 
BL00477C 15.70 1. 1 61 e- 10 236-252 


1081 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


1081 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 | 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 8.800e-22 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
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BL004771 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H 9.07 5.395e-12 1054-1065 
BL00477C 15.70 1.161&-10 236-252 


1081 


BL00115 


Eukaryotic RNA polymerase II heptapeptide 
repeat proteins. 


BL001 15V 21.32 5.745e-09 1422-1471 


1082 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 791-817 


1082 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477F 17.34 8.500e-25 786-815 
BL00477A 13.50 9.800e-23 122-150 
BL00477E 17.53 6.538e-13 756-776 
BL00477B 9.05 6.625e-13 209-221 
BL00477D 12.73 4.073e-12 730-739 j 
BL00477C 15.70 1.161e-10 236-252 j 


1083 


BL00122 


Carboxylesterases type-B serine proteins. 


BL00122E 22.02 9.027e-31 195-235 
BL00122A 12.04 5.500e-16 60-80 
BL00122D 12.53 7.545e-16 171-186 
BL00122C7.91 8.125e-13 142-152 
BL00122B 16.84 4.830e-10 122-132 
BL00122F 11.10 5.500e-10 247-256 
BL00122G 11.67 9.625e-10 500-510 


1083 


PR00878 


CHOLINESTERASE SIGNATURE 


PR00878F 5.37 7.171e-09 460472 


1084 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919B 9.47 7.485e-10 1019-1033 


1084 


BL00203 • 


Vertebrate metallothioneins proteins. 


BL00203 13.94 9.138e-10 175-220 


1084 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37.1 1 9.241e-10 387-434 


1084 


PR00011 


TYPE m EGF-LUCE SIGNATURE 


PR00011D 14.03 2.696e-09 413-431 


1084 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907G 11.63 7.973e-09 890-916 


1084 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 8.017e-09 92-106 


1084 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 8.200e-09 1187-1193 


1084 


PR00010 


TYPE H EGF-LIKE SIGNATURE 


PR00010C 11.16 7.667e-ll 1183-1193 
PR00010C 11.16 1.857e-09 937-947 
PR00010C 11.16 4.857e-09 1687-1697 
PR00010C 11.16 8.286e-09 1642-1652 


1084 


PR00009 


TYPE I EGF SIGNATURE 


PR00009C 14.11 9.118e-09 1058-1069 


1084 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 7.000e-17 1682-1697 
BL01187B 12.04 2.350e-14 1178-1193 
BL01187B 12.04 5.500e-14 1136-1151 
BL01187B 12.04 1.391e-13 642-657 
BL01187B 12.04 4.130e-13 1219-1234 I 
BL01187B 12.04 4.913e-13 1095-1110 
BL01187B 12.04 9.609e-13 932-947 
BL01187B 12.04 9.667e- 12 1054-1069 
BL01187B 12.04 4.600e-ll 1261-1276 
BL01187A9.98 9.526e-ll 997-1008 
BL01187B 12.04 1.257e-10 1483-1498 
BL01187A 9.98 7.857e-10 1078-1089 
BL01187A 9.98 2.875e-09 1243-1254 
BL01187B 12.04 3.250e-09 1637-1652 
BL01 187A 9.98 7.000e-09 914-925 
BL01187A 9.98 1.00Ge-08 1037-1048 
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1086 



PR00014 



FffiRONECITN TYPE m REPEAT 
SIGNATURE 



PR00014A 822 8.941e-10 816-825 
PR00014D 12.04 5.950e-09 872-886 
PR00014C 15.44 6.478e-09 854-872 



1086 



BL00790 



Receptor tyrosine kinase class V proteins. 



BL007901 20.01 6.250e-12 865-895 
BL007901 20.01 7.750e-09 662-692 



1087 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 2.737e-24 16-54 



1087 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 16.07 4.150e-13 219-235 
BL00028 16.07 7.300e-13 191-207 
BL00028 16.07 4.522e-12 163-179 
BL00028 16.07 2.038e-ll 247-263 



1087 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDI. 



PD00066 13.92 7.231e-15 235-247 
PD00066 13.92 6.143e-12 179-191 
PD00066 13.92 7.923e-10 207-219 



1087 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 3.250e-14 188-201 
PR00048A 10.52 4.000e-14 244-257 
PR00048A 10.52 4.706e-12 216-229 
PR00048B 6.02 3.250e-10 232-241 
PR00048A 10.52 2.440e-09 160-173 
PR00048B 6.02 9.053e-09 260-269 



1088 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 2.737e-24 16-54 



1088 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 16.07 8.043e-12 163-179 



1088 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 2.800e-09 160-173 
PR00048B 6.02 9.053e-09 176-185 



1089 



BL00243 



Integrins beta chain cysteine-rich domain 
proteins. 



BL002431 31.77 1.127e-09 86-128 
BL002431 31.77 2.775e-09 30-72 
BL002431 31.77 5.437e-09 89-131 



1089 



BL01208 



VWFC domain proteins. 



BL01208B 15.83 5.865e-09 114-128 



1089 



PD02283 



PROTEIN SPORULATTON REPEAT 
PRECU. 



PD02283C 17.54 5.613e-09 24-51 
PD02283C 17.54 5.613e-09 68-95 
PD02283C 17.54 7.188e-09 93-120 
PD02283C 17.54 7.750e-09 103-130 



1089 



BL00269 



Mammalian defensins proteins. 



BL00269C 16.52 9.289e-09 28-56 
BL00269C 16.52 9.289e-09 72-100 



1089 



BL00203 



Vertebrate metallothionems proteins. 



BL00203 13.94 6.897e-12 66-111 
BL00203 13.94 3.769e-ll 70-115 
BL00203 13.94 4.165e-ll 40-85 
BL00203 13.94 6.835e-ll 65-110 
BL00203 13.94 1.096e-10 61-106 
BL00203 13.94 2.723e-10 21-66 
BL00203 13.94 2.723e-10 22-67 
BL00203 13.94 5.213e-10 91-136 
BL00203 13.94 5.883e-10 26-71 
BL00203 13.94 7.032e-10 114-159 
BL00203 13.94 1.643e-09 85-130 
BL00203 13.94 1.735e-09 105-150 
BL00203 13.94 2.745e-09 80-125 
BL00203 13.94 3.388e-09 56-101 
BL00203 13.94 4,214e-09 81-126 
BL00203 13.94 5.500e-09 60-105 
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BL00203 13.94 6.694e-09 100-145 








BL00203 13.94 6.969e-09 17-62 








BL00203 13 94 7 612e-09 47-92 








BL00203 13 94 7 704e-09 101-146 








BL00203 13.94 8.531e-09 75^120 








BL00203 13.94 8.714e-09 95-140 








BL00203 13.94 9.541e-09 25-70 


1090 


PD02283 


PROTEIN SPORULATTON REPEAT 


PD02283C 17.54 5.613e-09 28-55 






PRECU. 




1090 


BL00203 


Vertebrate metallothioiieins proteins. 


BL00203 13.94 3.069e-12 26-71 






BL00203 13.94 6.266e-10 30-75 








BL00203 13.94 4.398e-09 21-66 








BL00203 13.94 8.071e-09 25-70 


1090 


RT iM)?6Q 


^^amnniilian defeTisirjs proteins. 


BL00269C 16 52 9 289e~09 32-60 


Iv7l 


dt aa?a7 


UllCgjL Ulo Uvla V/llrtlll ^ jr olCJ-LiC 1 lull UUUJftiU 


BL002431 31 77 8 676e-10 121-163 






proteins. 


RTjn0743T 11 77 1 OlSe-OQ 124-166 








RT.0A747T 71 77 S 6QfW*-ftQ 30-72 




rt ai one 


: — 

VWr C domain proteins- 


RT jftl 70RR 1 ^ R7 5 Rfi^R 00 1 AO 1 67 


i no 1 


rSIAJUZUD 


Vertebrate metallotnionerns proteins. 


txj AA7A7 1 1 qa 7 A7A** 1 1 1 1 








ht aao A7 1 7 oa a 6.<Qt* 1 1 AA_$i^ 
dl\j\j/ajd io.y4 4.ojye-i i 4u-bd 








■dt aaia7 i 7 oa n aoqa 1 i 1 1 ^ 
ujluuzuo io.y4 /,4zye~ii /u-io 








"DT nnom 1 7 O/i i o^Oa i n i i\K i <in 

•djluuzio ij.y4 i.ooze-iu iid-idu 








15.LUUZU3 1.5.y4 Z./ZJe- 1U Zl -00 








dt nnoA7 17 O/i o ooi** in £i ia/c 
rJLrUUzU.5 1 o.y4 Z. /ZJe-lU 0I-1U0 








T>T AAOAQ 1 O O/I o oi in 1 0/C_1*71 

r>ivUUZUJ u.y4 z.yi De-iu izo-i/i 








r>T HAOA7 1 1 QA A (itLAa. 1 A 00 fH 

oIajuzu j 1 j .y 4 4. U04e- 1 U ZZ-0 / 








dt AA7A7 1 7 Oil A A^7**_1 A 7A_71 








r>T AA7A7 17 OA 7 A77*» 1 A 1AQ lOA 








t>T AA7AQ 1 7 OA 7 IIOp 1 A O^ 1 AA 

r>iA/uzuj ij.y4 /oiye-iu yj-i4U 








TIT AA7A1 11 OA 1 77 AO 1AA 1 

xxLiUuzuj ij.y4 i./jje-uy i4u-io3 








UT AA7A7 1 1 OA 1 R77«» AO 11^1 #?A 

e>iajuzu3 u.y4 i.oz/e-uy iid-iou 








RT AA7A7 17 OA 1 018/» AO RA_10< 

r>jLAJUzuj u.y4 i.yioe-uy ou- izd 








RT AA7A7 1 7 OA 7 A7A*» AO 1 AfLI A"\ 








TIT AA7A7 1 7 OA 7 7AA*» AO 1 A 








T7T 1Y1707 17 OA A. 706^-00 1 ?A1 








RT /10707 1 7 04 S 041 ft-00 47-07 








RT /MY707 1 7 04 ^ SAOft-OO 116-161 








RT AA707 1 7 04 6 604«_00 1 7*i-l RO 








RT J00707 1 1 04 6 060r-0Q 1 7-69 








BL00203 13 94 7 429e-09 71-116 








BL00203 13 94 7 704e-09 136-181 








BL0O203 13 94 8 163e-09 85-130 








BL00203 13.94 8.714e-09 130-175 


1091 


PD02283 


PROTEIN SPORULATTON REPEAT 


PD02283C 17.54 5.613e-09 24-51 






PRECU. 


PD02283C 17.54 5.613e-09 68-95 








PD02283C 17.54 7.188e-09 128-155 








PD02283C 17.54 7.750e-09 138-165 








PD02283C 17.54 8.875e-09 123-150 


1091 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 9.289e-09 28-56 








BL00269C 16.52 9.289e-09 72-100 


1091 


BL00799 


Granulins proteins. 


BL00799D 12.41 7.66 le-09 49-95 








BL00799G 9.41 1 .000e-08 39-79 1 
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1094 


PR00248 


METABOTROPIC GLUTAMATE GPCR 
SIGNATURE 


PR00248A 9.91 7.522e-09 24-45 


1094 


PR00354 


7FE FERREDOXIN SIGNATURE 


PR00354C 5.72 8.157e-09 258-275 


1096 


PR00356 


TYPE II ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356G 10.80 9.862e-ll 193-206 


1096 


BL00615 


C-type lectin domain proteins. 


BL00615B 12.25 2.731e-09 193-206 
BL00615A 16.68 9.400e-09 94-111 


1097 


PR00356 


TYPE E ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356G 10.80 7.658e-09 193-206 


1097 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 9.400e-09 94-111 


1098 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR0Q245A 18.03 6.870e-24 59-80 
PR00245C 7.84 2.421e-19 238-253 
PR00245E 12.40 8.714e-16 291-305 
PR00245D 10.47 6.786e-13 274-285 
PR00245B 10.38 6.906e-13 177-191 


1098 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 8.839e-15 90-129 
BL00237D 11.23 2.364e-09 282-298 


1008 




RHODOPSIN-LIKE GPCR SUPERFAMDLY 
SIGNATURE 


PR00237B 13.50 1.750e-09 59-80 
PR00237C 15.69 4.600e-09 104-126 
PR00237A 11.48 5.065e-09 26-50 
PR00237G 19.63 5.605e-09 272-298 


1098 


PR00023 


ZONA PELLUCEDA SPERM-BINDING 
PROTEIN SIGNATURE 


PR00023E 22.27 9.813e-09 128-145 


1099 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 9.083e-10 163-201 


1099 


PR00346 


TISSUE FACTOR SIGNATURE 


PR00346H 10.74 8.179e-09 542-565 


1099 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.000e-08 306-312 


1100 


DM00372 


CARCINOEMBRYONIC ANTIGEN 
PRECURSOR AMINO-TERMINAL 
DOMAIN 


DM00372B 20.31 8.920e-15 363-407 
DM00372B 20.31 3.329e-12 68-112 


1101 


BL01208 


VWFC! domain ©roteins 


BL01208B 15.83 3.250e-10 1436-1450 


1101 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.1 18e-22 997-1023 
PR00457D 16.81 4.194e-21 972-992 
PR00457C 19.25 1.675e-13 954-972 
PR00457H 15.90 5.680e-13 1248-1262 
PR00457F 13.69 4.750e-12 1050-1060 
PR00457G 17.45 8.615e-12 1177-1197 
PR00457B 13.29 3.411e-10 802-817 


1101 


BL00240 


Receptor tyrosine kinase class IE proteins. 


BL00240B 24.70 1.000e-09 349-372 


1101 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFF1N. 


PD01270A 17.22 7.677e-09 328-367 


1101 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.920e-09 73-86 


1102 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1412-1426 


1102 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 973-999 
PR00457D 16.81 4.194e-21 948-968 
PR00457C 19.25 1.675e-13 930-948 
PR00457H 15.90 5.680e-13 1224-1238 
PR00457F 13.69 4.750e-12 1026-1036 
PR00457G 17.45 8.615e-12 1153-1173 
PR00457B 13.29 3.41 le-10 778-793 


1102 


BL00240 


Receptor tyrosine kinase class m proteins. 


BL00240B 24.70 1.000e-09 325-348 
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1102 


PR00019 


LEUCINE-RJCH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 73-86 


1102 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 304-343 


1103 


BL00815 


Axpha-isopropylmalate and homocitrate 


BL00815C 21.36 3.118e-09 786-814 


1107 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS- P 


PD02059B 24.48 8.352e-09 682-716 


1113 


BL00107 

XJ L-AJ\J XV// 


PrntPin lrinasp<5 ATTP-hinHinorefnon nrntpi'n*; 

X X \J Lis XIX PlAXXQOV/O All *f* Ivuvli VI WmIIWi 


BL00107A 18 39 6 885e-12 311-341 


1113 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 7.750e-09 311-329 


1117 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB 


PD01652B 8.50 4.021e-09 99-150 
PD01652B 8.50 5.050e-09 2-53 
PD01652A 15.35 7.769e-09 12-47 


1120 


BL50002 


Srr hmnnlncrv ^ fSTT^ i Hnmain nrfitpiTHS 

Olv- XXUXXXUXV/Z1 V J I LIlXJI VIAJXXXaXXX X/XVllVll l»> 

profile. 


BL50002A 14 19 1 750e-12 1026-1044 


1120 


PR00452 


SIB DOMAIN SIGNATURE 

VJ1U X/ V/lTiixXl 1 uivjim X V>XVX-/ 


PR00452B 11 65 4 115e-ll 1036-1051 

X IwwT^ mmJLJ X X • ■ ♦ X X *J \* XX X \J \J X V*^ X 


1120 


PF00023 


A Tl K TPTIPilt T*TfVt'PlTl*I 

JTUUUBl IvL/VVll LsJIlVlwXXXO. 


PF00023B 14 20 3 000e-10 954-963 
PF00023A 16.03 2.286e-09 925-940 


1120 


PD00078 


RFPFAT PROTFTN ANK NUCLEAR 
ANKYR. 


PD00078B 13 14 8 000e-ll 951-963 
PD00078B 13.14 4.522e-09 918-930 


1 170 

X liU 


PF007Q1 

X X7V/V / ^ 1 


rirvmniti tirpcpnt in 7 C\— 1 nnH TTtvS— IiItr nf^trrn 
J-/L>lllalll px^ovxxi XXX l aixu IJXIV J - XXXV.G XXCUXXX 

receptors. 


PF007Q1R 78 4Q 8 f)?4p-1fi Q9S-Q7Q 
PF00791C 20.98 4.971e-09 939-977 


1120 


PP004QQ 

rx\.uu*t77 


NFTTTROPHTT PVTO^OT FACTOR 9 
SIGNATURE 


PR00499D 1018 6 965e-0Q 1024-1044 

X X\A/V/ 4 T s JxJ XV/. XO U.7UJC^/7 X X VTt^T 


1 199 

1 1 z,z. 




X I UL/UlXXXX. 


PF0ftQQ9A 1fi fi7 8 4fi1p-ft9 94S-979 


1124 


PF00023 


Auk repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14 20 2 636e-09 1 3 1 - 1 40 

X X l/UUwiJ in^XV X..UJUv"V7 XJX — X*TV» 


1124 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR 

XulIV X XV. 


PD00078B 13.14 6.087e-09 128-140 


1124 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 

TPPPntnTQ ■ 

x yj iaji o . 


PF00791B 28.49 2.569e-09 135-189 
PF00791B 28 49 9 835e-09 69-123 


1125 


PF00023 


Anlc reneat nrotein*? i 


PF00023A 16 03 7 000e-l 1 69-84 i 
PF00023B 14 20 2 636e-09 131-140 


1125 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13 14 6 087e-09 128-140 


1125 


PF00791 


Domain nresent in ZO- 1 and I Jnc5-like netrin 
receptors. 


PF00791B 28 49 2 569e-09 135-189 
PF00791B 28.49 9.835e-09 69-123 


1128 


PR00248 


METABOTROPIC GLUTAMATE GPCR 
SIGNATURE 


PR00248G 12.67 2.688e-09 53-77 


1129 


DM00516 


186 DISC01DIN I N-TERMINAL. 


DM00516 30.53 8.606e-13 131-175 


1130 


DM00516 


186 DISCOIDIN I N-TERMINAL. 


DM00516 30.53 8.606e-13 131-175 


1130 


DM01077 


SEX HORMONE-BINDING GLOBULIN. 


DM01077A 16.30 3.143e-ll 386-432 


1132 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. . 


BL002431 31.77 4.930e-09 87-129 


1133 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107B 13.31 5.909e-13 195-210 


1133 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 7.609e-09 196-218 
PR00109B 12.27 9.297e-09 12tvl44 


1135 


PR00402 


TEC/BTK DOMAIN SIGNATURE 


PR00402A 16.09 2.95Ge-10 664-683 J 


1135 


BL00509 


Ras GTPase-activatxng proteins. 


BL00509B 10.28 9.800e-09 502-512 


1137 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 3.959e-ll 168-184 


1137 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 3.893e-10 333-365 
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DM00215 19.43 4.054e-10 328-360 
DM00215 19.43 8.232e-10 332-364 


1137 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 2.957e-13 134-149 
BL01187B 12.04 3.739e-13 261-276 
BL01187B 12.04 2.333e-12 216-231 
BL01 187A 9.98 3.250e-09 197-208 


1137 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 3.288e-09 348-362 
PR00049D 0.00 3.288e-09 350-364 


1137 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17.39 4.714e-09 128-146 


1137 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 5.855e-09 63-88 


1137 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 9.022e-09 163-172 


1137 


BL00022 


EGF-like dorn^in proteins. 


BL00022B 7.54 9.100e-09 75-81 


1137 


PR00910 


LUTEOVTRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 9.357e-09 348-360 


1143 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C7.84 5.355e-17 121-136 
PR00245R 10 38 3 919e-12 60-74 
PR00245E 12.40 1.000e-10 174-188 






f~r— ixnxt&in fmiYilp*/^ fp^MitArc TiTr\f"f*i t\ c 
VJ-jpiUlCUl vUupiCU XCUCpiUIo JJIUlCUii*. 


"RT 1 1 ?** 1 OQIft-OQ 1ffi~181 

XjXJ\J\J£*J 1 XJ X X .£-*J Zf.WIvrVy 1UJ "XOX 


1141 


PP009V7 


T* TTOnOP^TN-T MOP GPCH 9TTPFRFAMTT Y 

XKXXKJXJKJX: OH>-1jJJVIj VJX V^JV LJ l^i XiXVl .TYIVAIO./ J. 

SIGNATURE 


PR007T7G 19 fv* 8 714e-11 155-181 
PR00237E 13.03 9.735e-09 82-105 


1144 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 235-250 
PR00245A 18 03 8 615e-15 58-79 
PR00245B 10.38 3.919e-12 174-188 
PR00245E 12.40 1.000e-10 288-302 


1144 


BL00237 


G-T>rotein counted receiptors tvroteins 


BL00237A 27.68 1.581e-15 89-128 
BL00237D 1 1.23 2.091e-09 279-295 


1144 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 8.962e-09 54-65 


1144 


PR00237 


RHODOPSIN-UKE GPCR SUPERFAMTLY 
SIGNATURE 


PR00237G 19.63 8.714e-U 269-295 
PR00237C 15 69 3 829e-10 103-125 
PR00237E 13.03 9.735e-09 196-219 


1146 


BL00914 


Syntaxin / epimorphin family proteins. 


BL00914 24.91 6.172e-09 168-217 


1147 


PR00264 


INTERLEUKIN-1 SIGNATURE 


PR00264B 20.98 8.453e-ll 56-82 
PR00964P 17 77 1 851e-10 96-124 


1148 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 5.050e-24 96-143 
BL00226D 19 10 8 200e-18 262-308 
BL00226C 13J23 5.610e-14 161-191 
BL00226A 12.77 5.065e-13 380-394 


1151 


BL00226 


Intermediate filaments proteins. 


BL00226D 19.10 5.500e-38 367-413 
BL00226C 13.23 4.130e-23 266-296 
BL0Q226A 12 77 9 129e-13 131-145 
BL00226B 23.86 1.338e-10 183-230 


1152 


PR00138 


MATRDON SIGNATURE 


PR00138A 15.14 7.136e-16 86-99 
PR00138B 15.82 3.824e-ll 131-146 


1152 


BL00546 


Matrixins cysteine switch. 


BL00546A 19.62 7.667e-26 66-95 
BL00546E 10.23 3.475e-19 231-251 
BL00546B 20.11 7.720e-19 155-198 
BL00546F 12.40 6.400e-13 268-280 
BL00546G 16.84 9.449e-ll 288-307 


1152 


BL00024 


Hemopexin domain proteins. 


BL00024B 21.53 3.143e-23 105-138 
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BL00024C 22.98 8.320e-20 154-202 
BL00024F 11.30 2.184e-18 231-251 
BL00024G 13.31 6. 192e-13 268-280 
BL00024A 11 49 9 100e-13 86-96 
BL00024H 11.35 8.154e-10 335-346 


1153 


PR00138 


MATRDON SIGNATURE 


PR00138A 15.14 7.136e-16 86-99 
PR00138B 15.82 3.824e-ll 131-146 


1153 


BL00546 


Matrbdns cysteine switch. 


BL00546A 19.62 7.667e-26 66-95 
BL00546E 10.23 3.475e-19 231-251 

BT JWS46T* 90 1 1 7 7?Op-10 1 ^S-19R 
BL00546F 12 40 6 400e-13 268-280 
BL00546G 16.84 9.449e-ll 288-307 


1153 


BL00024 


Hemopexin domain proteins. 


BL00024B 21.53 3.143e-23 105-138 
BL00024C 22 98 8 320e-20 154-202 
BL00024F 11.30 2.184e-18 231-251 
BL00024G 13 31 6 192e-13 268-280 
BL00024A 11.49 9.100e-13 86-96 
BL00024H 11.35 8. 154e- 10 335-346 


1154 


PR00049 


wrrrvTS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 2.068e-09 10-24 


1155 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.Q29&-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21 59 1 600e-10 27-58 


1156 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 1.700e-19 90-128 
PD02448B 10.17 2.311e-17 129-176 


1156 


BL00415 


Synapsins proteins. 


BL00415O 3.44 7.395e-09 22-59 


1159 


BL00347 


Poly(ADP-ribose) polymerase zinc finger 
uoxDain proicins. 


BL00347A 12.35 9.795e-15 93-135 


1 1SO 




All ~UCpCllUCiXL L/liA XlgaoC rVLVJX -fJliUXLUg 

site proteins. 


RT.00697D 18 99 1 346e-23 591-617 
BL00697A 21.27 2.929e-19 471-499 
BL00697B 13 40 4 774e-14 506-517 


1160 


BL00284 


Serpins proteins. 


BL00284C 28.56 7.600e-25 203-244 
BL00284E 19 15 4 375e-23 401-425 
BL00284D 16.34 5.286e-21 317-343 
BL00284A 15.64 6.192e-17 27-50 
BL00284B 17.99 4.414e- 13 174-194 


1166 


BL01121 


Caspase family histidine proteins. 


BL01121A 9.11 5.500e-13 7-17 


1166 


PR00376 


ENTERLEUKIN- 1 B CONVERTING 
FNZYMF SIGNATURE 


PR00376A 14.23 7.980e-ll 5-18 


11 fi 

X 1 V / 




RFPFPTOR TNTFRT FTJRTN-1 
PRECURSOR. 


PD02870D 15 74 7 000e-10 79-113 

A JL/V/<U f vl/ A mJ > / r f -WW/ A V / J? A A -J 


1167 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652B 8.50 3.143e-29 209-260 
PD01652B 8.50 5.457e-18 107-158 
PD01652A 15.35 6.438e-14 117-152 
PD01652A 15.35 3.732e-10 24-59 
PD01652B 8.50 7.448e-10 14-65 
PD01652A 15.35 4.231e-09 219-254 


1169 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 7.231e-10 125-142 


1171 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308A 5.90 9.156e-13 158-172 
PR00308C 3.83 6.640e-12 161-170 
PR00308B4.28 1.806e-10 161-172 
PR00308A 5.90 4.873e-10 162-176 
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PR00308C3.83 8.062e-10 165-174 


1171 


PR00456 


RBBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 5.671e-09 163-177 


1171 


BL00678 


Tip-Asp (WD) repeat proteins proteins. 


BL00678 9.67 2.800e-10 429-439 
BL00678 9.67 5.263e-09 480-490 
BL00678 9.67 6.21 le-09 249-259 


1171 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 7.750e-10 164-178 
PR00833H 2.30 7.923e-09 161-175 


1171 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 4.000e-13 427-441 
PR00320B 12.19 8.269e- 12 478-492 
PR00320A 16.74 5.966e-ll 478-492 
PR00320C 13.01 6.478e-ll 478-492 
PR00320C 13.01 9.217e-ll 427-441 
PR OfH20 A 1 6 74 Q 1 947-961 

PR00320B 12.19 3.057e-l 0247-261 
PR00320C 13.01 6.040e-10 247-261 
PR0039OR 19 10 6 657e- 10 497-441 

PR00320B 12.19 1.450e-09 520-534 
PR00320C 13.01 2.500e-09 303-317 
PR 001 20 A 16 74 4 719a-0Q 590- S14 
PR00320A 16.74 6.488e-09 344-358 
PR00320C 13 01 1 000e-08 344-358 


1172 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652A 15.35 6.625e- 10 24-60 
PD01652B 8 50 1 836e-0Q 14-66 
PD01652B 8 50 4 021e-09 111-163 


1173 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652A 15.35 6.625e- 10 24-60 
PD01652B 8.50 1.836e-09 14-66 
PD01652B 8.50 4.021e-09 111-163 


1183 


PD02876 


DECARBOXYLASE 
PHOSPHATDDYLSERINE. 


PD02876C 8.80 2.723e-13 316-328 
PD02876D 12.13 2.588e-12 427-443 


1184 


BL01289 


TSC-22 / dip / bun family proteins. 


BL01289A 12.18 8.200e-33 124-150 j 
BL01289B 10 45 8 071e-30 151-180 


1184 


DM00475 


w LOW TRANSPOSASE SAPA 12K. 


DM00475B 12 12 5 891e-10 145-164 

-*^A»AVW^T 9 *SX-r X X X+ *S »\J *S X V/ X V X 9 *J 1VTT 


1187 


PR00901 


PHEROMONE B ALPHA- 1 RECEPTOR 
SIGNATURE 


PR00901H 14.99 4.706e-09 56-66 


1188 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24 91 7 197e-12 734-764 


1188 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terrninal 
region. 


PF009301 15 96 6 373e-17 776-803 

* WV*^«yVX X mJ \X \Jm+J 9 \S X 9 9 9 V OV*l 

PF00930H 20.16 2.482e-13 697-739 
PF00930J 8.78 1.000e-ll 828-848 
PF00930G 21.30 9.613e-09 657-694 


1189 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 734-764 


1189 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terrninal 
region. 


PF00930H 20.16 2.482e-13 697-739 
PF00930J 8.78 1.000e-ll 790-810 
PF00930G 21.30 9.613e-09 657-694 


1190 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 721-751 


1190 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-teirninal 
region. 


PF009301 15.96 6.373e-17 763-790 
PF00930H 20.16 2.482e-13 684-726 
PF00930J8.78 1.000e-ll 815-835 
PF00930G 21.30 9.613e-09 644-681 


1193 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 6.612e-15 153-207 
PF00791B 28.49 7.955e-14 186-240 
PF00791B 28.49 3.653e-12 436^490 
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PT7ftfY70113 00 AQ O 11*7a 19 </1 .1(\Q 








rr\)u/yiii Zo.4y 4.Z/.3e-ll 








■DTTftOTOITJ 90. /IO 7 QIQa 11 9<9 ^fi£ 

JrrUu/yiJtJ ZoAy /.oloe-il zdzouo 








D1?nrV701D 9Q AG 1 <0>1a Irt 910 9*7'* 

JrrUU /yir> Zo.4y 1.jZ4€-1U ZlJ/-Z/:> 








PF00701R 9R 40 9 ^Q8e-10 120-174 








PF00791C 20.98 3.559e-09 200-238 








PF00791C 20.98 5.235e-09 333-371 








PF00791C 20.98 5.235e-09 544-582 








PF00791B 28.49 6.202e~09 352-406 








PF00791B 28.49 7.028e-09 598-652 








PF00791C 20.98 7.265e-09 101-139 








PF00791B 28.49 8.679e-09 530-584 








PF00791B 28.49 1.000e-08 87-141 


1193 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 4.600e-12 345-357 
PT^nnri78R n 149 nnnp 1 1 4/v>_474 

PD00078B 13.14 3.500e-ll 796-808 
PD00078B 13.14 8.500e-ll 863-875 
PD00078B 13.14 4.600e-10 495-507 
PD00078B 13.14 5.950e-10 760-772 
PD00078B 13.14 4.522e-09 212-224 
PD00078B 13.14 6.087e-09 278-290 
PD00078B 13.14 1.000e-08 146-158 
PD00078B 13.14 1.000e-08 245-257 


1193 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 2.500e-12 186-201 
PF00023B 14.20 5.154e-ll 465-474 
PF00023B 14.20 5.154e-ll 763-772 
PF00023A 16.03 6.571e-ll 153-168 
PF00023A 16.03 1.750e-10 54-69 
PF00023B 14.20 8.000e-10 866-875 
PF00023B 14.20 1.409e-09 348-357 
PF00023B 14.20 2.636V09 281-290 
PF00023A 16.03 3.250e-09 219-234 

PT7AOA7TR 14 9fi ^ 4SS*»-A0 40R-S07 

PF00023B 14.20 3.864e-09 799-808 
PF00023A 16.03 4.536e-09 252-267 
PF00023B 14.20 5.500e-09 248-257 
PF00023A 16.03 6.464e-09 598-613 
PF00023B 14.20 7.955e-09 432-441 

PF00023A 16.03 8.071e-09 767-782 
PF00023A 16.03 1.000e-08 701-716 


1 lO/t 

11*4 




WTP A/TYRflO PPfYTP A^P "FAMTT Y 

SIGNATURE 


PP0flR14r 1 S 4^ 6 996e-20 25V977 
PR00834D 12.14 4.316e-17 291-308 
PR00834B 10.09 7. 188e-14 212-232 
PR00834E 13.63 1.000e-l 2 313-330 
PR00834A 9.80 5.737e-12 191-203 
PR00834F 10.91 1.730e-09 374-386 


1195 


PR00555 


ADENOSINE A3 RECEPTOR SIGNATURE 


PR00555E 11.12 5.629e-20 105-122 
PR00555F 11.18 6.114e-20 152-169 
PR00555D 10.11 4.717e-18 60-76 


1195 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.560e-15 119-145 
PR00237F 13.57 3.520e-13 83-107 
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PR00237E 13.03 4.960e-12 33-56 


1195 


PR00424 


ADENOSINE RECEPTOR SIGNATURE 


PR00424D 14.32 9.400e-23 21-40 
PR00424E 15.73 6.211e-14 74-87 
PR00424F 8.50 9.156e-12 119-129 


1195 


BL00237 


(r-Trrotein coimled recentnrs nroteins 

\mj Uivlviii vWuAwU iUWI/iUltf U1VIVI 1 Mi >■ 


BL00237C 13 19 3 864e-15 78-104 
BL00237D 11.23 1.346e-ll 129-145 


1197 


BT 00237 


fr-T\rritpin rmm1f*H TiRfiPr*tnr« rvrntpin** 


BT 00237 A 97 6R 3 455e-14 Q5-1 14 


1197 


PR00237 


RHODOPSIN-UKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237C 15.69 1.257e-10 109-131 
PR00237E 13 03 9 10Qe-10 204-227 


1197 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 9.581e-18 64-85 
PR00245C 7 84 4 780&.13 243-258 
PR00245E 12.40 6.741e-09 296-310 
PR00245B 10.38 8.163e-09 182-196 


1197 


PR00534 


MELANOCORTIN RECEPTOR FAMILY 
SIGNATURE 


PR00534A 1 1.49 9.229e-09 56-68 j 


1198 


PR00505 


D12 CLASS N6 ADENINE-SPECIFIC DNA 
MFTHYT TR ANWFR ASF STGNATl IRF 

lYJJCf JL JUL X X-i ± JV/AJN Ol i-»lVr\.01-» i3J.VJl^lX\. A UJ\X) 


PR00505A 14.15 4.857e-13 30-46 

P*R00S0ST3 11 40 1 691«-19 ^1-fi^ 


1199 


PR00179 


LIPOCALIN SIGNATURE 


PR00179B 9.56 2.071e-09 1 11-123 

PPOO170P 10 09 0 4^Sf» 00 13R-153 


1200 


PF00152 


tRNA synthetases class IT. 


PF00152D 21.30 8.364e-28 431-469 

PT7001S9P 98 03 0 9<J0#» 91 990-9SA 

PF00152B 15.67 2.658e- 13 '159-183 
PF00152A 19.68 5.714e-ll 44-66 


1202 


BL00504 


Fumarate reductase / succinate dehydrogenase 
FAD-binding site proteins. 


BL00504D 10.43 5.390e- 17 31-48 


1203 


BL00720 


Guanine-nucleotide dissociation stimulators 

K+xJy^&j IdllJJjy blgJLL 


BL00720B 16.57 5.065e-17 309-332 


1204 


PF00013 


KH domain proteins family of RNA binding 
proteins. 


PF00013 5.78 4.150e-09 112-123 


1206 


DM00893 


YRUVATE DEHYDROGENASE 
(LEPOAMIDE) BETA CHAIN. 


DM00893A 19.01 1.000e-40 47-93 
DM00893E 29.52 1.000e-40 234-287 
DM00893C 20.28 2.452e-40 143-184 
DM00893B 27.53 3.483e-3l 105-142 
DM00893D 23.36 1.545e-26 197-230 
DM00893F 21.02 6.897e-21 292-316 


1207 


PR00312 


CALSEQUESTRIN SIGNATURE 


PR00312E 8.32 3.423e-36 163-192 

"DO fUYl 1 1T 1 ^ *7C < OQ/Ca 1^ lid 

rtsSJVD iZi. 13. /o D.Zooe-30 3Z0Oj4 

PR00312F 15.06 5.865e-35 193-222 
PR00312H 13.31 8.313e-35 257-284 
PR00312J 13.73 5.688e-34 357-385 
PR00312D 9.43 2.636e-33 122-151 
PR00312C 15.14 8.839e-33 86-115 
PR00312B 15 08 8 941e-33 56-85 
PR00312G 11.11 6.657e-32 224-251 
PR00312A 11.70 6.914e-27 29-52 


1207 


BL00863 


Calsequestrin proteins. 


BL00863G 12.17 1.000e-40 192-233 
BL00863H 14.03 1.000e-40 240-276 
BL00863J 10.84 1.000e-40 304-341 
BL00863A 15.14 7.387e-40 28-64 
BL00863B 12.89 4.300e-32 65-92 
BL00863F 11.27 3.172e-31 161-187 
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EIJJIJoOjL 1U.Z5 0. /oOe-jl 

BL00863E 8.49 1.462e-28 135-160 
BL00863D 11.58 5.629e-19 115-132 


1209 


BL00781 


Phosphoenolpyravate carboxylase proteins 1. 


BL00781C 12.88 7.031e-09 233-287 


1209 


PR00985 


LBUCYL-TRNA SYNTHETASE 
SIGNATURE 


PR00985A 12.10 7.716e-09 515-532 


1209 


PR00563 


BETA-3 ADRENERGIC RECEPTOR 
SIGNATURE 


PR00563E 7.48 8.768e-09 782-800 


1210 


BL00290 


Immunoglobulins and major 
mstocornpatibility complex proteins. 


TIT AAO AA A 1f\ OA 1 O 1 O ~ 111 CO 1 OA 

BL00290A 20.89 l.oloe-ll 158-180 


1213 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 2.125e-26 227-274 

TIT f\f\ r \'~> iTi >)/( T A O M 1 .~. If A A A A 0*7 

BL00232B 32.79 8.52 le- 15 440-487 
BL00232B 32.79 1.346V 13 1 18-165 
BL00232B 32.79 5.500e-13 335-382 
BL00232C 10.65 7.923e-10 333-350 
BL00232C 10.65 9.308e-10 438-455 ! 
BL00232C 10.65 9.827e-10 225-242 


1213 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 3.945e-10 438-455 
PR00205B 11.39 2.220e-09 333-350 
PR00205B 11.39 9.542e-09 548-565 


1214 


PR00626 


CALRETICULIN SIGNATURE 


PR00626D 8.30 8.071e-30 242-264 
PR00626E 11.30 7.632e-24 280-299 
PR00626B 14.12 2.200e-20 126-142 
PR00626E 11.30 3.676e-19 266-285 
PR00626A 14.35 1.500e-18 100-118 
PR00626C 9.70 9.100e-18 215-228 
PR00626C 9.70 7.882e-14 232-245 
PR00626D 8.30 8.017e-13 256-278 
PR00626D 8.30 6.520e-09 208-230 


1214 


BL00803 


Calreticulin family proteins. 


BL00803G 14.33 1.000e-40 258-302 
BL00803F 10.95 2.000e-37 225-255 
BL00803E 16.55 2.588e-31 166-196 
BL00803C 11.13 6.063e-26 91-113 
BL00803F 10.95 7.268e-22 208-238 
BL00803G 14.33 1.127e- 19 244-288 

T>T AAOAOT* 1 *7 AO O "71 A*± 1 O CI Ol 

BL00803D 16.08 1.000e-15 128-138 

TJ T AAQAO/""* 1/1 « ^ O^CO** 1 < 079 

BL00803A 14.83 2.688e-14 35-48 

tit AA°iYU7 10 0^ 9 170^ 11 101 991 
TU HftRfiTF 1ft Q S1fip-ftQ 949 979 


1215 


PF0071 1 


Beta defensins. 


PF00711 15.76 7.915e-l 145-77 


1215 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE E2 
PRECURSOR PEPLOMER. 


PD00866L 3.73 7.709e-10 59-68 


1215 


' PR00858 


CRUSTACEAN METALLOTfflONEIN 
SIGNATURE 


PR0O858B 5.93 1.479e-09 40-58 


1215 


BL00317 


WAP-type four-disulfide core' domain 
proteins. 


BL00317B 14.58 2.216e-09 48-69 


1215 


BL00264 


Neurohypophysial hormones proteins. 


BL00264 8.98 5.642e-09 79-105 


1215 


DM01724 


kw ALLERGEN POLLEN CIM1 HOL-LL 


DM01724 8.14 7.968e-12 16-35 
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iscacnpn on 










DM01724 8.14 1.409e-ll 20-39 
DM01724 8.14 1.507e-10 4-23 
DM01724 8.14 6.684e-09 12-31 


1215 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL002431 31.77 2.000e-ll 42-84 
BL002431 31.77 1.265&-10 54-96 
BL002431 31.77 1.254e-09 45-87 

dJLUUZ4j1 31.// o.ZZje-uy Do- lull 


1215 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 2.862e-12 32-77 

t)t AAOAI 1 1 QA 1. Aftrto 1 1 QA 

BL00203 13.94 3.663e-09 42-87 
BL00203 13.94 5.592e-09 50-95 
BL00203 13.94 6.235e-09 36-81 

BL00203 13.94 9.357e~09 60-105 


1218 


PR00946 


MERCURY SCAVENGER PROTEIN 
SIGNATURE 


PR00946A 5.58 6.516e-10 6-24 


1220 


DM01071 


OPACITY PROTEIN. 


DM01071A 1.92 8.990e-09 5-20 


1221 


BL00884 


Osteopontin proteins. 


BL00884C 22.45 1.000e-40 119-160 
BL00884B 12.47 4.673e-33 24-67 
BL00884A 11.35 8.615e-32 1-30 
BL00884D 8.79 4.857e-19 248-264 


1221 


PR00216 


OSTEOPONTIN SIGNATURE 


PR00216A 10.94 5.000e-35 2-31 
PR00216C9.63 1.391e-32 41-66 
PR00216G 12.39 9.550e-31 231-256 
PR00216F 11.79 3.700e-23 152-170 
PR00216E 8.44 3.250e-19 120-134 

irKUUZloJJ Z./4 l.ZUUe-lo oo-l UZ 

PR00216D 2.74 2.209e-12 82-96 


1222 


BL00284 


Serpins proteins. 


BL00284C 28.56 6.538e-29 225-266 
BL00284A 15.64 3.739e- 18 107-130 
BL00284D 16.34 3.793e-17 332-358 
BL00284E 19.15 2.909e-15 419-443 


1223 


PD02327 


GLYCOPROTEIN ANTIGEN PRECURSOR 
IMMUNOGLO. 


PD02327B 19.84 8.941e-23 143-164 
PD02327A 8.89 1.000e-13 115-126 
PD02327C 15.47 5.500e-13 209-223 


izzj 


T>T>AA/I10 ' 


DJNA lUrUloUMJbKAjSJi U MCjNAIURE 


PR00418F 12.01 3.813e-20 470-486 
PR00418G 14.68 7.000e-19 488-505 
PR00418C 10.02 8.200e-18 100-114 
PR004181 16.64 4.682e-17 550-566 
PR00418A 12.34 3.739e-16 20-35 
PR00418B 12.52 6.571e-15 57-70 
PR00418E 15.56 7.300e-15 397-411 
PR00418D 14 93 7 000e-14 259-26*5 
PR00418H 13.54 2.385e-12 508-520 


1225 


BL00177 


DNA topoisomerase II proteins. 


BL00177H 21.42 3.647e-39 471-506 
BL00177G 24.83 4.706e-36 417-455 
BL00177B 19.24 1.000e-35 79-114 
BL001771 21.82 2.200e-21 732-757 
BL00177F 12.98 2.500e-18 395-412 
BL00177D 14.66 9.591e-15 252-265 
BL00177E 12.43 7.000e-13 310-321 
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BL00177C 13.16 5.950e-12 155-166 


1225 


BL01190 


Ribosomal protein L36e proteins. 


BL01190B 16.17 6.929e-10 1140-1194 


1225 


PF00521 


DNA gyrase/topoisomerase IV, subunit A. 


PF00521D 9.77 9.591e-09 788-811 


1226 


BL00455 


Putative AMP -binding domain proteins. 


BL00455 13.31 6.684e-13 248-263 


1226 


PR00154 


AMP-BINDING SIGNATURE 


PR00154A 8.88 7.375e-10 241-252 


1228 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 7.698e-13 116-135 
PR00007D 9.64 9.654e-ll 193-203 
PR00007A 19.33 2.552e-10 89-115 
PR00007C 15.60 3.656e-10 163-184 


1228 


BL01113 


Clq domain proteins. 


BL01113B 18.26 1.563e-20 95-130 
BL01113D 7.47 9.308e-12 195-204 
BL01113C 13.18 4.750e-10 163-182 


1230 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 1.000e-ll 378-390 
PD00078B 13.14 4.500e-ll 495-507 
PD00078B 13.14 8.200e-10 897-909 
PD00078B 13.14 4.522e-09 528-540 


1230 


PR00665 


OXYTOCIN RECEPTOR SIGNATURE 


PR00665E 5.60 5.390e-09 756-769 


1230 


PF00791 


Domain present in ZO- 1 and Unc5-like netrin 
recepiorb. 


PF00791B 28.49 1.890e-13 186-240 
PF00791B 28 49 3 368e-12 469-523 
PF00791B 28.49 2.273e-ll 219-273 
PF00791B 28.49 2.922e-10 352-406 
PF00791B 28.49 3.534e-10 904-958 
PF00791C 20.98 5.361e-10 366-404 
PF00791B 28.49 8.427e-10 12-66 
PF00791B 28.49 8.951e-10 734-788 
PF00791B 28.49 2.156e-09 153-207 
PF00791B 28.49 7.028e-09 563-617 


1230 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 1.600e-13 219-234 
PF00023A 16.03 2.500e-12 252-267 
PF00023B 14.20 5.154e-ll 498-507 
PF00023A 16.03 7.750e-10 631-646 
PF00023B 14 20 8 000e-10 900-909 
PF00023A 16.03 1.321e-09 186-201 
PF00023B 14.20 1.409e-09 381-390 
PF00023A 16.03 2.607e-09 698-713 \ 
PF00023B 14.20 4.273e-09 465-474 
PF00023A 16.03 4.536e-09 1007-1022 
PF00023B 14.20 5.500e-09 281-290 
PF00023B 14.20 7.545e-09 531-540 
PF00023A 16.03 1.000e-08 800-815 


1231 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e- 10 27-58 


1232 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e- 10 27-58 


1233 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e-10 27-58 


1237 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 9.809e-09 132-155 


1247 


BL01248 


Laminin-type EGF-like (LE) domain proteins. 


BL01248 11.02 1.340e-09 289-301 
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1247 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 6.610e-09 237-257 


1247 


BL00812 


Glycosyl hydrolases family 8 proteins. 


BL00812B 13.49 6.667e-09 917-931 


1247 


PROOOl 1 


TYPE m EGF-LIKE SIGNATURE 


PROOOllB 13.08 9.386e-17 767-785 
PROOOllB 13.08 8.875e-16 289-307 
PROOOllD 14.03 5.800e-15 550-568 
PROOOllD 14.03 8.000e-15 767-785 
PROOOllD 14.03 3.388e- 14 289-307 
PROOOllB 13.08 7.833e-14 160-178 
PROOOllB 13.08 9.000e-14 550-568 
PROOOllA 14.06 9.345e-14 289-307 
PROOOllB 13.08 5.119e-13 203-221 
PROOOllB 13.08 5.576e-13 421-439 
PROOOllD 14.03 6.943e-13 421-439 
PROOOllB 13.08 7.102e-13 638-656 
PROOOl 1A 14.06 9.237e-13 203-221 
PROOOllB 13.08 9.542e-13 378-396 
PROOOllD 14.03 9.830e-13 638-656 
PROOOllD 14.03 3.21 le- 12 378-396 
PROOOllB 13.08 4.339e-12 810-828 
PROOOllA 14.06 6.516e-12 378-396 
PROOOllD 14.03 6.842e-12 810-828 
PROOOllD 14.03 7.158e-12 160-178 
PROOOllA 14.06 8.548e-12 421-439 
PROOOllA 14.06 1.554e-ll 550-568 
PROOOllD 14.03 2.770e-U 593-611 
PROOOllD 14.03 3.213e-ll 507-525 
PROOOllD 14.03 3.361e-ll 203-221 
PROOOl IB 13.08 4.877e-l 1 246-264 
PROOOllB 13.08 6.400e-ll 332-350 
PROOOllB 13.08 6.815e-ll 593-611 
PROOOllD 14.03 7.049e-ll 332-350 
PROOOllB 13.08 8.062e-ll 724-742 
PROOOllB 13.08 2.174e-10 507-525 
PROOOllD 14.03 2.523e-10 464-482 
PROOOllA 14.06 3.348e-10 767-785 
PROOOllD 14.03 4.462e-10 724-742 
PROOOllA 14.06 5.304e-10 810-828 
PROOOrlA 14.06 8.304e~10 638-656 
PROOOllD 14.03 8.892e~10 246-264 

pi?nflfii ir* ia 1 on 0 no #;oo 
rKAJuui iL) L*t.\)j i.yi^e-uy ooi-oyy 

PROOOllB 13.08 2.356e-09 464-482 

PROOOllA 14.06 2.849e-09 246-264 
PROOOllB 13.08 5.685e-09 681-699 
PROOOllA 14.06 5.808e-09 681-699 
PROOOllA 14.06 6.055e-09 724-742 
PROOOllA 14.06 6.425e-09 464-482 
PROOOllA 14.06 6.671e-09 507-525 


1247 


DM00758 


AGR1N. 


DM00758 13.12 7.485e-09 197-212 
DM00758 13.12 8.412e-09 240-255 


1247 


PR00173 


GLUTAMATE-ASPARTATE 
S YMPORTER SIGNATURE 


PR00173F 10.44 8.820e-09 859-878 
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1747 


TIT Jlftft9? 




BL00022B 7 54 3 250e-10 210-216 
BL00022A 7.48 9.000e-09 283-289 


1247 


BT jftfi94^ 


Tnt*»orfnc Tipta rhafn evsteine-Ticli domain 

" Vfjl r "t> UCIQ V*llfl 111 V Tw lull UVU "* ' * 1 


BL00243H 17 53 4 671e-09 284-309 
BL00243H 17 53 7 750e-09 327-352 
BL00243H 17.53 8.816e-09 198-223 
BL00243H 17.53 9.053e-09 241-266 


1254 


BL00247 


HRGF/FGF familv -nroteins 


BL00247B 31.59 3.077e-35 82-128 
BL00247C 21.54 8.333e-22 137-164 


1254 


PR00262 


EL1/HBGF FAMILY SIGNATURE 


PR00262A 28.26 8.588e-ll 77-104 


1254 


PR00263 


HEPARIN BINDING GROWTH FACTOR 
FAMILY SIGNATURE 


PR00263D 12.89 5.078e-ll 106-125 
PR00263C 9.90 7.188e-10 90-102 


1260 




STATHMIN FAMILY SIGNATURE 


PR00345B 7 12 1 371e-ll 207-235 ! 


1260 


BLG0563 


Stflthmiri family proteins. 


BL00563B 6.08 6.021e-ll 213-239 


1260 


PF00780 


Domain found in NIK 1 -like kinases, mouse 
citron and yeast ROM. 


PF00780A 10.77 7.857e-10 68-76 






TVrttifYrrvt/ociiic TurotAifiC 
llUpuUljrUallla piUlvJUUo. 


BL00326B 7 68 1 235e-09 161-209 


1260 


PR00194 


TROPOMYOSIN SIGNATURE 


PR00194C 6.38 9.703e-09 120-148 


1ZOJ 


OJLUUZ64 


oeipins pro it ins. 


BL00284D 16.34 1.692e-13 324-350 
BL00284A 15.64 1.200e-ll 49-72 


1262 


BL00873 


Sodiiim:a1amne symporter family proteins. 


BL00873B 20.93 9.029e-10 2-53 


1263 


BL01020 


SARI family proteins. 


BL01020C 15.35 3.506e-20 83-133 
BL01020A 11.87 3.821e-197-37 
BL01020B 11.70 5.393e-15 41-75 


1263 


PR00328 


GTP-BINDING SARI PROTEIN 
SIGNATURE 


PR00328B 9.04 2.1 12e-12 55-79 
PR00328A 10.62 4.857e-12 27-50 


1265 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 2.800e-14 493-504 
rKUUzjoO y.UO I. ZD /e-IZ OZ-/Z 
PR00258C 9.05 7.171e-12 508-518 
PR00258D 14.41 8.500e-12 539-553 
PR00258D 14.41 8.875e-12 93-107 
PR00258A 11.46 3.418e-10 229-245 
PR00258D 14.41 5.034e- 10 294-308 
PR0O258E 13.33 2.500e-09 215-227 

"D"D ftfVXfi A 1 1 AG. 1 fiAAt, AO 111 1AQ 

PR00258C 9.05 7.000e-09 163-173 | 


1265 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 1.00Ge-40 478-532 
BL00420B 22.67 7.689e-25 233-287 
BL00420B 22.67 6.625e-18 32-86 
BL00420B 22.67 8.863e-15 133-187 
BL00420B 22.67 5.585e-12 361-415 
BL00420C 1 1.90 8.625e~09 216-226 
BL00420C 11 90 9 000e-09 563-573 


1266 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 2.800e-14 493-504 
PR00258C 9.05 1.257e-12 62-72 
PR00258C 9.05 7.171e-12 508-518 
PR00258D 14.41 8.500e-12 539-553 
PR00258D 14.41 8.875e-12 93-107 
PR00258A 1 1.46 3.418e-10 229-245 
PR00258D 14.41 5.034e- 10 294-308 
PR00258E 13.33 2.500e-09 215-227 
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PR00258A 11.46 3.000e-09 133-149 
PR00258C 9.05 7.000e-09 163-173 


1266 


"RT 1MM90 


Stipraft Tfvjmtrw rp«f*Jit nrntpinc HnrrruiiTi 

proteins. 


BL00420B 22 67 1 000e-40 478-532 
BL00420B 22.67 7.689e-25 233-287 
BL00420B 22.67 6.625e-18 32-86 
BL00420B 22.67 8.863e-15 133-187 
BL00420B 22.67 5.585e-12 361-415 
BL00420C 11.90 8.625e-09 216-226 
BL00420C 11.90 9.000e-09 563-573 


1272 


PR00170 


SODIUM CHANNEL SIGNATURE 


PR00170E 6.48 8.533e-09 34-63 


1273 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 5.500e-21 214-244 


1273 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.294e-12 214-232 


1273 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 2.935e-09 149-196 


1273 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240E 1 1.56 1.000e-08 200-237 | 


1275 


BL00427 


Disintegrins proteins. 


BL00427 13.93 7.592e-26 460-514 


1275 


PR00138 


MATRDGN SIGNATURE 


PR00138D 16.56 5.101e-ll 359-384 I 


1275 


BL00142 


Neutral zinc metallopepudases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 359-369 


1275 


PR00289 


DIS1NTEGRIN SIGNATURE 


PR00289A 13.62 2.500e-14 474-493 
PR00289B 1 1.79 4.226e-10 503-515 


1275 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 8.909e- 10 354-372 


1275 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907E 11.70 3.647e~09 672-694 


1275 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 4.255e-09 353-384 


1275 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 5.596e-09 353-384 


"l'J'7'7 
1Z/ / 


x r UUUZj 


/\hk repeal proiciHo. 


PF00023B 14.20 6.318e-09 302-311 
PF00023A 16 03 6 464e~09 306-321 


1278 


BL00142 


Neutral zinc metallopepudases, zinc-binding 


BL00142 8.38 1.857e-09 412-422 




x xvvv /ju 


MFMRR ANE ALANYL DTPRPTTDASE 
(Ml) FAMILY SIGNATURE 


PR00756A 12 90 5 091 e- 17 245-260 
PR00756D 10.58 8.258e- 17 412-427 
PR00756B 14.06 7333e-14 297-312 
PR00756E 11.91 3.769e-09 431-443 


1279 


DM01688 


2 POLY-IG RECEPTOR- 


DM01688K 17.19 8.640e-ll 78-116 
DM01688G 16.45 5.680e-09 76-107 


1288 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.043e-10 164-177 
PR00019B 11.36 7.120e-09 136-149 


1288 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 7.319e-09 319-342 


1290 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 3.400e-12 86-99 
PR00019B 11.36 9.357e-12 83-96 
PR00019A 11 19 4 333e-09 111-124 


1295 


BL01113 


Clq domain proteins. 


BL01113C 13.18 9.617e-13 159-178 
BL01113D 7.47 2.174e-ll 191-200 
BL01113B 18.26 7.658e-ll 91-126 
BL01113A 17.99 3.106e-10 22-48 


1295 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 9.769e-14 112-131 
PR00007C 15.60 5.688e-13 159-180 
PR00007D 9.64 1.419e-09 189-199 
PR00007A 19.33 4.429e-09 86-112 


1295 


PR00513 


5-HYDROXYTRYPTAMINE IB 


PR00513D 11.06 8.085e-09 50-67 
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RECEPTOR SIGNATURE 




1296 


PR00665 


OXYTOCIN RECEPTOR SIGNATURE 


PR00665D 9 93 9 012e-ll 108-124 


1296 


BL00896 


LacY family proton/sugar symporters 
proteins. 


BL00896A 14.92 2.552e-09 300-332 


1296 


PR00237 


RH0D0PS1N-LIKE GPCR SUPERFAMELY 


PR00237F 13.57 8.667e-12 269-293 
PR 007T7G 10 63 7 39*ie-10 314-34n 
PR00237A 1 1.48 8.333e-10 34-58 
PR00237B 13.50 4.250e-09 68-89 




RT.ftn937 


(~l_ m Y\Yf\tf*\ n r'Aii'nlp.H TfwntnirQ •nrrvfrpiiw 

VJ— UlUlvlIl VAJULIldl ICvvpllUO piUlvlllD> 


RL00237C 13 19 4 414e-12 264-290 
BL00237D 1 1.23 9.727e-09 324-340 


1907 




A r»tiTiiT\-tvTv» ar»tin— nrnHino Hrnnain fwritpinc 
fVvllliiijrtYpp ovuiru uiiuu^ uuiiioiu ynwcmai 


RTJ10019P 14 66 6 ?S(V-?R 9R 4 5-39n 
BL00019D 15 33 2 309e-15 348-377 
BL00019B 13.34 2.976e-13 240-262 
BL00019A 12 56 2 286e~12 215-225 


1297 


PF00435 


Spectrin repeat proteins. 


PF00435A 32.05 2.000e-14 991-1019 
PF00435B 13.41 9.609e-ll 1496-1511 
PF00435C 20.73 3.571e-09 2006-2025 


1997 


DMOOSRR 

JL/iVlW\JJ O O 


R lnv fTT09 AT PHA ANTTGFM 
PARAMYOSIN. 


HMOO^RRB 0 45 6 R70p-0Q. 1 9S9-1 96R 


1297 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 9.296e-09 21 10-2158 






Intermediate filaments proteins. 


Vil /W?9fiF* 93 R6 5 f5fKf*-ftQ 1 734-1 7R1 

BL00226B 23.86 9.895e-09 2042-2089 


19QR 




ACunnHiype aeon- umoing aomain proiems. 


rt nnni or* 1 a a 9^n*» 7R 90/7 ^7 
RT/)001QX> 1 S 33 9 309e-1 S 360-3R9 
BL00019B 13.34 2.976e-13 240-262 
BL00019A 12 56 2_286e-12 215-225 


1298 


PF00435 


Spectrin repeat proteins. 


PF00435A 32.05 2.000e-14 1003-1031 
PF00435B 13 41 9 609e-ll 1508-1523 
PF00435C 20.73 3.571e-09 2018-2037 


1298 


DM00588 


8 kw CH02 ALPHA ANTIGEN 
PARAMYOSIN. 


DM00588B 9 45 6 870e-09 1271-1280 


1298 


BL00326 




BL00326B 7 68 9 296e-09 2122-2170 


1298 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 5.605e-09 1746-1793 
BL00226B 23 86 9 895e-09 2054-2101 


1304 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700C 13.17 8.535e-09 125-142 


1305 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700C 13.17 8.535e-09 240-257 


1306 


PD02929 


ADHESION GLYCOPROTEIN 
PRECURSOR I. 


PD02929A 28.27 4.433e-10 207-260 


1306 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.211e-10 428-446 
PR00020C 13.66 3.340e-09 509-520 


1306 


BL00740 


MAM domain proteins. 


BL00740B 19.76 4.682e-10 578-598 
BL00740A 13.87 5.588e-09 430-442 


1308 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 724-766 
BL00072D 30.08 7.136e-10 635-685 


1309 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 706-748 1 
BL00072D 30.08 7.136e-10 617-667 


1311 


PR00215 


NEUROMODULIN SIGNATURE 


PR00215C 13.98 6.779e-10 743-763 


1311 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412B 10.60 1.681e-09 735-771 


1311 


PF00992 


Troponin. 


PF00992A 16.67 9.746e-10 609-643 
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PF00992A 16.67 5.145e-09 613-647 
PF00992A 16.67 7.395e-09 615-649 
PF00992A 16.67 1.000e-08 608-642 






TTPr'T-HriTnai'n Aihimiitin-transfeTflsel 

| | | f\ * | ™j I'M Hfl EMM I UI/1U Ul Ull U lUJulvl Uv V 1 • 


PF00632C 20.66 1.000e-29 2270-2301 
PF00632B 18.45 2.800e-21 2215-2242 


1314 


PF00624 


Flocculin repeat proteins. 


PF00624J 6.21 7.000e-09 1424-1478 


1314 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 9.022e-10 350-400 
BL00412D 16.54 1.551e-09 342-392 
BL00412D 16.54 7.429e-09 349-399 
BL00412D 16.54 8.531e-09 328-378 


1314 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 6.635e-09 1410-1448 
DM00191D 13.94 9374e-09 1404-1442 


1317 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 5.263e-10 107-116 


1321 


rKOOUly 




PP00ft1Q"R 1 1 %(\ A OOOe-1 1 13S-148 
PR00019B 11.36 L450e-10 193-206 

PR00019A 11.194.130e-10 338-351 
PR00019A 11 19 4 522e- 10 480-493 
PR00019B 1 1.36 7.300e-10 309-322 
PR00019B 11 36 1 720e-09 569-582 
PR00019B 1 1.36 3.880e-09 477-490 
PR00019A 11.19 5.667e-09 170-183 


1321 


DM01551 


kw OSTEOINDUCnVE YOPM 
MEMBRANE OUTER. 


DM01551C 14.62 6.280e-09 568-587 
DM01551C 14.62 8.320e-09 355-374 


1322 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 9.250e-09 317-334 


1324 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 L740e-ll 36-63 


1328 


J3LU042U 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 6.949e-36 189-243 
BL00420B 22.67 1.300e-35 301-355 
BL00420B 22.67 4.358e-30 639-693 
BL00420B 22.67 L863e-26 406-460 
BL00420C 11.90 L360e-13 100-110 
BL00420C 11.90 6.797e-ll 274-284 
BL00420C 11.90 8.322e-ll 492-502 
BL00420C 11.90 1.545e-10 386-396 


1328 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 7.188e-15 654-665 
PR00258B 9.63 8.875e-15 30-41 
PR00258B 9.63 8.875e-15 204-215 
PR00258B 9.63 6.400e-14 316-327 
PR00258B 9.63 3.543e-13 421-432 
PR00258E 13.33 7.811e-13 99-111 
PR00258D 14.41 7.500e-ll 468-482 
PR00258E 13.33 9.625e-ll 273-285 
PR00258D 14.41 2.552e-10 700-714 
PR00258E 13.33 3.000e-10 491-503 
PR00258A 11.46 8.791e-10 635-651 
PR00258C 9.05 1.000e-09 45-55 
PR00258A 11.46 2.375e-09 185-201 
PR00258A 11.46 6.500e-09 11-27 
PR00258A 11.46 6.500e-09 297-313 
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PR00258E 13.33 7.450e-09 385-397 
PR00258C 9.05 8.500e-09 436-446 
PR00258A 1 1 46 9 625e-09 402-418 


1329 


PD01 970 


AFFIN. 


PD01970A 17 99 7 S00e-15 21-60 
PD01270B 22.18 6.288e-13 72-108 
PD01270C 19.54 7.608e-09 114-142 


1333 


BL00246 


Wnt-1 family proteins. 


BL00246D 23.97 1.000e-40 202-254 
BL00246E 20.32 8.636e-35 319-364 
RT.0094fiR 11 60 6 ROfo.29 101-1 IS 

XJiA/V/X.^rUXJ 1 J.U7 \J. Jul"! JJ 

BL00246C 15.56 9.036e-22 167-191 
BL00246A 15.75 6.870e-21 68-87 


1335 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 7.300e-19 26-47 


1337 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476C 13.87 1.000e-40 80-132 
BL00476E 12.10 1.000e-40 231-283 
BL00476D 11.28 2.125e-30 171-221 

W l\(\AlfXK 1 R 1A & AQA*> 1 fx lfi_7Q 
J3JL/Ulr* / Ox> lO.J*t «f.**y*K;-io jo-ty 

BL00476F 12.75 6.333e- 16 285-329 




xM\\J\J\J / D 


pattv Arm typqatttt? aqp tja a>itt v i 
SIGNATURE 


PR00075C 10.31 3.813e-20 94-114 j 
ppnnn7^r» cs^o c\Aif* 10 9AR_9R9 

PR00075E 12.60 7.585e-16 192-210 
PR00075F 16.07 6.952e-15 225-246 
PR00075A 16.97 4.429e-14 47-67 

PP0007^R 19 1^7 (M7f»-1 1 71-Q1 


1339 


PD00301 


PROTEIN REPEAT MUSCLE CALCIUM- 
BL 


PD00301A 10.24 6.400e-09 55-65 


1339 


BL00422 


Granins proteins. 


BL00422C 16.18 6.647e-09 44-71 


1339 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 5.836e-ll 48-81 
PIT 003 1 0P 1 7 1 9 S 074ft-00 47-Rft 
BL003 1 9C 17 12 8 342e~09 44-77 
BL00319C 17 12 9 053e-09 45-78 


1340 


BL00406 


Actins proteins. 


BL00406C 6.75 4.286e-20 137-191 j 
BL00406B 5 47 8 130e-14 78-132 
BL00406D 12.58 3.734e-13 267-321 
BL0O4O6A 9.95 1.290e-12 5-39 


1340 


PR00190 


ACTIN SIGNATURE 


PR00190F 7.80 4.803e-12 135-154 
PR00190C 11.49 1.878e-09 57-79 


1341 


BL00048 


Protamine PI proteins. 


BL00048 6.39 3.588e-09 4-30 


1343 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL007901 20.01 9.520e-ll 555-585 


1343 


PR00014 


FIBRONECTIN TYPE HI REPEAT 
SIGNATURE 


PR00014C 15.44 2.565e-09 544-562 


1344 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 5.776e-12 759-777 
PR00020C 13.66 6.932e-10 832-843 


1344 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


1344 


BL00740 


MAM domain proteins. 


BL00740A 13.87 8.313e-12 761-773 
BL00740B 19.76 8.50Qe-09 901-921 


1344 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 
SURFACE ALPHA PRE. 


PD02080B 20.69 9.621e-09 538-576 


1344 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 9.809e-09 155-178 j 
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1345 


BL00282 


Karal serine nrntease inhibitors familv 
proteins. 


BL00282 16.88 6.577e-10 127-149 


1345 


BL00222 


Tnsiilin-'lilce growth factor binding protems. 


BL00222B 11 09 6 940e-10 74-89 


1345 


BL00621 


Tissue factor proteins. 


BL00621A 8.69 6.473e-09 5-22 


1346 


pp 00396 


Ulx 1/ VjDKJ \J 1 X ~ X> JXN XJJulH VJ X Xvw 1 CLLN 

FAMILY SIGNATURE 


PROfi^9/5A R7 4 ? 1 3Ra>-0Q RS-10S 


1346 


PF00Q99 


v coitiuuvuuo pxiUJopuupiuiciii. 


PF00Q29A 10 17 1 794e-0Q 437-470 

XX 17.1/ 1 . / ^*TV*— *t J / — * T / V 


1346 


PR00449 


TRANSFORMING PROTEIN P21 RAS 

OXvJlN.rl. 1 UJ\D 


PR00449A 13.20 1.931e-09 83-104 






TTVPOTHFTTPAT MVPOPT ASM A 
LTPOPR OTFTN fMG045 1 SIGNATTJRE 


PR0OQ0SFT (\ RR S RRfWOQ 343-363 


1348 


PR00406 


CYTOCHROME B5 REDUCTASE 
SIGNATURE 

OJ.VJlN.rt. X VJXVX-/ 


PR00406F 3.97 3.520e-10 158-166 


1348 


PR00014 


FTORONECT1N TYPE m REPEAT 

OXvJlN.r\ X UIVJD 


PR00014B 14.77 2.500e-09 848-858 


1348 


PD02870 


RECEPTOR INTEIvlJBUKIN-l 
PRECURSOR. 


PD02870B 18.83 3.202e-09 480-512 


1348 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.261e-09 205-214 


1348 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 8.277e-09 263-286 


1345 


FD02520 


KJiCbFI OK rRbCURbOR 
TRANSMEMBRANE. 


T>TVA10A/-» 1 A A O A OA "5 „ AA OOI OA7 

PD02520C 10.48 9.203e-09 881-897 




TIT) AA/TAQ 


U.xiJUbOAjNt5 bKO rAMJLY IN lEtxKAL 
MEMBRANE PROTEIN SIGNATURE 


TVDAA4CAOT7 1 yl ylO O T1 >!_. AO A*7 1 OO 

rK00o9oii 14.43 o.714e-09 97-122 


i ^ca 


tjt AAOO/1 


Serpins proteins. 


T)T 1© CrfC C 11 A*. OO OA'S O/l/f 

r>JLAiU/o4L/ Z5.30 3. /I4e-3Z ZU3-Z44 
BL00284D 16.34 9.640e-19 311-337 

tjt AAOO/i a 1 c /C/i 1 ^oa^ 1 o AC 
15LfUUZo4A ID. 04 l./o3e-IB /Z-yD 

PTiVi9R^R 17 00 ^ fLl<;*» l/J 17/v. IQf* 

x3x-rUuz ohid i / .yy o.ufje-xo i /o- iyo 
BL00284E 19.15 6.250e- 14 378-402 




PF00093 


Anlr Yf*T\f*nt irrntpinc 
nllN Xcpcal piUtCXUa. 


PFnnfi9^A 16 03 7 nnfw 1 1 04 
PF00023B 14.20 2.636e-09 131-140 


ID J J 




PFPFAT PPOTFTM ATsTRT MTTPT FAP 
ANKYR 




1355 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 


PF00791B 28.49 9.5876-09 69-123 


1356 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 4.000e-10 339-369 _J 


1356 


PR00109 


TYROSINE KINASE CATALYTIC 
DOM ATM STfTNATTTPF 

X/WlVXrtXiN OXvJlNrl X IJXVXv 


PR00109D 17.04 4.234e-09 403-425 

PPOftinOR 19 97 1 nftO^-OR 330_^^7 
xXVUUIUyo i/.Z/ 1.UUU6-U5 JJ7-JJ/ 


IJJO 


PP 00937 


PTTOTjOPSnsT-T TKT* OPn* STTPFPFAMTT V 
xvxxvyx-/ \j± oxin-Xj1xvx> vxx v>xv our civJ7rVivxxL» i 

SIGNATURE 


PPOfi9Y7n 10 63 3 703f»-13 4.1 67 


1358 


BL00237 


G-nrotPin coiroled recentors nroteins 

VJ VtVUJI VUUpiWU J.V»VsV»|JlV/L9 |/!VwJUiJ» 


BL00237D 11 23 3 348e-12 51-67 


1359 


BL00178 


AjTunoacyl-transfer RNA synthetases class-I 
nroteins 


BL00178B 7.11 3.700e-l2 344-354 


1360 


PF00969 


Class II histoc ompatibility antigen, beta 
domain proteins. 


PF00969A 22.07 5.846e-29 12-54 
PF00969B 9.97 6.211e-25 56-91 
PF00969C 27.72 7.324e-16 95-144 


1361 


BL00520 


IntCTleixkm-lO family proteins. 


BL00520A6.21 6.471e-09 1-13 


1362 


BL00520 


Interleukin- 1 0 family proteins. 


BL00520A6.21 6.471e-09 1-13 


1365 


BL00253 


mterleukin-1 proteins. 


BL00253D 25.67 3.464e-ll 95-134 


1365 


PR00264 


INTERLEUKIN- 1 SIGNATURE 


PR00264C 17.77 3.294e-17 95-123 
PR00264B 20.98 6.250e-09 56-82 


1366 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 4.541e-13 791-817 
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1366 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 

• 


BL00477J 19.04 7.207e-29 1221-1251 
BL00477F 17.34 8.500e-25 786-815 
BL00477G 19.43 8.826e-23 963-994 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 8.800e-22 1417-1449 

DI AA/!T7V IT ylO A On«. 1 A -\1Cf\ 110C 

13LUU4/ AK. 1 /.4Z 4.DZye-14 13oZ-13<0 

BL00477E 17.53 6.538e-13 756-776 
x>LAju4/ /tj y.uo o.ozoe-1,5 zuy-zzi 
BL004771 18.76 2.650e-12 1065-1091 

JolA/lr* / / JL/ 1Z. /O *f.w/oe-lZ fj\J~fjy 

BL00477C 15.70 1.161e-10 236-252 


1366 


BL00115 


Eukaryotic KNfA polymerase II heptapeptide 
repeat proteins. 


BL00115V 21.32 5.745e-09 1402-1451 


1366 


BL00713 


S odium: dicarboxylate symporter family 
proteins. 


BL00713F 16.13 8.989e-09 917-958 


1368 


BL00983 


Ly-6 / u-PAR domain proteins. 


BL00983C 12.69 8.714e-16 90-105 
BL00983B 8.19 2.161e~10 23-32 


1368 


BL00272 


Snake toxins proteins. 


BL00272C 8.27 9.791 e-09 94-105 



* Results include in order accession number subtype; raw score; p-value; position of signature in amino 
acid sequence 
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685 


IPB001400 


Somatotropin hormone family 


IPB001400A 14.85 1.90e-13 35-58 


686 


IPB001400 


Somatotropin hormone family 


EPB001400B 23.62 9.25e-24 79-1 15 
IPB001400A 14.85 4.33e-14 35-58 


686 


PR00836 


Somatotropin hormone family 
signature I 


PR00836A 15.53 1.96e-l 1 79-92 
PR00836B 17.50 9.31e-ll 101-119 
IPB001400C 13.76 6.28e-10 135-151 \ 


688 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 79-115 
IPB001400A 14.85 4.91e-16 35-58 


688 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 1.43e-15 101-119 
PR00836A 15.53 2.35e-13 79-92 
IPB001400C 13.76 4.72e-10 135-151 


689 


IPB000215 


Serpins 


IPB000215E 15.36 5.76e-17 373-397 
IPB000215A 13.01 3.42e-15 77-100 
IPB000215D 15.35 8.05e-ll 294-320 
IPB000215B 9.87 6.04e-10 162-174 
IPB000215C 13.90 7.97e-10 189-203 


690 


PR00390 


Phospholipase C signature 1 


PR00390A 14.24 6.34e-20 191-209 


690 


IPB002048 


EF-hand family 


IPB002048 7.91 3.84e-09 43-55 


691 


IPB000734 


Lipase 


IPB000734 10.25 8.50e-09 435-449 


693 


PR00573 


Interleukin 8B receptor signature m 


PR00573C 9.83 2.15e-09 38-46 


693 


PR00427 


Interleukin-8 receptor signature I 


PR00427A 15.48 4.46e-09 34-48 


694 


IPB000407 


GDA1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15.11 4.09e-19 217-239 
IPB000407D 11.444.27e-15 248-261 
IPB000407A11.93 1.62e-ll 101-112 
IPB000407B 8.75 2.70e-ll 175-186 
IPB000407G 17.95 2.80e-ll 460-474 
IPB000407F 16.53 8.54e- 10 430-444 


695 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 1434 3.20e-09 239-263 


695 


PR01066 


P2Y4 purinoceptor signature II 


PR01066B 4.51 6.03e-09 111-126 


696 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 3.00e-17 168-192 


696 


PR01408 


Macrophage scavenger receptor 
signature VI 


PR01408F 9.76 4.87e-09 83-107 


698 


IPB000407 


GDA 1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15.11 3.30e-16 165-187 
IPB000407D 11.44 9.59e-15 196-209 
IPB000407B 8.75 9.68e-12 123-134 
IPB000407A 11.93 4.50e-10 48-59 
IPB000407F 16.53 7.57e-10 377-391 


700 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 4.60e-ll 184-200 


700 


PR00608 


Class II cytochrome C signature I 


PR00608A 12.75 8.07e-10 118-141 


700 


IPB000102 


Neuraxm / MAP IB repeat 


IPB000102A 10.50 5.59e-09 116-144 


700 


IPB002989 


Mycobacterial pentapeptide repeats 


IPB002989B 10.80 5.76e-09 110-135 


700 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 7.14e-09 133-154 


700 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 8.64e-09 123-137 


700 


IT»t>AA1 i in 

IrJoOOll IV 


S-layer protein (SLH domain) 


rnDAAl 1 1 ftt» 1 A *7ft ft O0« Aft 1 1 c 1 

LrbUUlliyB 14. 19 y.zoe-U9 115-1?7 
PR00456E 3.08 9.69e-09 122-136 


700 


IPB001005 


Myb DNA binding domain 


IPB001005A 11.39 9.7 le-09 231-251 


701 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 1.00e-09 280-294 


701 


PR01217 


Proline rich extensin signature VDI 


PR01217H5.61 1.67e-09 309-321 


702 


IPB000345 


Cytochrome c family heme-binding 
site 


EPB000345 9.03 7.19e-09 107-119 


703 


IPB001251 


Cellular retinal dehyde-binding 
protein (CRAL)/Triple function 
domain (TRIO) 


IPB001251A 7.40 5.05e-12 38-49 
IPB001251B 14.78 7.14e-12 195-209 
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703 


PR00180 


Cellular retinaldehyde-binding 
protein signature I 


PR00180A 11.19 6.24e-l 1 37-59 
PR00180D 13.13 1.92e-09 202-221 


704 


IPB002610 


Rhomboid family 


IPB002610C5.81 3. 8 le- 10 284-294 
IPB002610B 5.33 6.81e~09 225-235 


705 


PR01256 


Otxl transcription factor signature II 


PR01256B 5.92 5.97e-ll 221-233 
PR01256B 5.92 7.51e-ll 218-230 
PR01256B 5.92 2.35e-10 219-231 
PR01256B 5.92 2.11e-09 220-232 
PR01256B 5.92 2.31e-09 222-234 
PR01256B 5.92 2.62e-09 217-229 


705 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic domain 


IPB001541B 11.65 3. 14e-09 223-232 
1PB001541B 11.65 3.14e-09 224-233 
IPB001541B 11.65 3.14e-09 225-234 
IPB001541B 11.65 6.57e-09 222-231 


705 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 9.04e-09 756-768 


706 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001 124D 21.85 2.50e-12 251-287 
IPB001 124C 25.71 5.08e-ll 184-227 


707 


IPB002495 


Glycosyltransf erase family 8 


IPB002495B 11.16 4:77e-09 273-283 


708 


IPB001781 


LIM domain 


IPB001781 U.42 8.77e-ll 31-41 


710 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442F 15.05 1.00e-40 1624-1667 
IPB001442C 14.98 4.82e-40 1537-1571 
EPB001442A 26.12 4.09e-39 1298-1350 
EPB001442A 26.12 5.40e-35 114-166 
IPB001442D 15.34 1.00e-34 1572-1603 
IPB001442A 26.12 7.11e-29 799-851 
IPB001442A 26.12 1.47e-28 781-833 
EPB001442A 26.12 3.48e-28 790-842 
IPB001442A 26.12 4.57e-28 814-866 


710 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 1.93e-27 1339-1392 
IPB000885B 19.15 2.24e-27 783-836 
IPB001442A 26.12 2.53e-27 683-735 
1PB001442A 26.12 3.59e-27 796-848 
1PB000885B 19.15 4.26e-27 780-833 
IPB001442A 26.12 4.81e-27 925-977 
rPB001442A 26.12 5. 


710 


1PB001073 


Complement Clq protein 


IPB001073A 22.14 9.18e-19 1413-1447 
IPB000885A 1 1.46 9.29e-19 744-781 
IPB000885B 19.15 9.40e-19 1348-1401 
IPB000885B 19.15 9.40e-19 1412-1465 
IPB001442A 26.12 9.42e-19 538-590 
IPB001442A 26.12 9.42e-19 1304-1356 
IPB000885B 19 


710 


IPB000817 


Prion protein 


IPB000817A 8.34 7.23e-10 777-819 
IPB000885A 11.46 7.26e-10 1064-1101 
IPB001442B 12.38 7.30e-10 735-755 
IPB001442B 12.38 7.30e-10 938-958 
IPB001442B 12.38 7.30e-10 962-982 
IPB001442A 26.12 7.36e-10 582-634 
1PB001073A 22.14 7.4 


710 


IPB001285 


Synaptophysin/synaptoporin 


IPB001285F 6.39 4.08e-09 1379-1423 
IPB000885B 19.15 4.11e-09 462-515 
IPB000885B 19.15 4.11e-09 1087-1 140 
EPB001442B 12.38 4.28e-09 103-123 
1PB000885A 11.46 4.31e-09 612-649 
IPB000885B 19.15 4.35e-09 1213-1266 
IPB001442B 12.38 


710 


IPB003778 


DUF183 


IPB003778B 27.11 7.31e-09 302-344 
IPB001442B 12.38 7.32e-09 794-814 
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IPB001442A 26.12 7.34e-09 629-681 
IPB000885B 19.15 7.38e-09 598-651 
LPB001442A 26.12 7.42e-09 444496 
IPB001073A 22.14 7.47e-09 975-1009 
IPB000885B 19.15 7.5 


710 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.76e-09 518-535 
IPB000817A 8.34 9.81e-09 309-351 
IPBO00885B 19.15 9.84e-09 1451-1504 ' 
IPB001442B 12.38 9.88e-09 302-322 
IPB000817A 8.34 9.91e-09 1026-1068 
IPB000885B 19.15 1.00e-08 658-711 


711 


PR00261 


Low density lipoprotein (LDL) 
receptor signature II 


PR00261B 15.12 4.13e-22 1101-1122 
PR00261C 18.72 2.87e-21 1015-1036 
PR00261B 15.12 4.46e-21 1015-1036 
PR00261E 18.62 5.74e-21 1144-1165 
PR00261B 15.12 1.32e-20 3523-3544 


711 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 2.03e-20 2057-2095 
PR00261B 15.12 2.61e-20 892-913 
PR00261A 15.49 2.73e-20 1053-1074 
PR00261D 16.87 6.40e-20 892-913 
PR00261B 15.12 6.46e-20 1053-1074 
PR00261F 15.46 7.92e-20 892-913 
PR00261D 16.87 8.56e-20 3 


711 


IPB0Q2172 


Low density lipoprotein (LDL)- 
receptor class A (LDLRA) domain 


IPB002172 7.37 1.00e-16 2818-2830 
PR00261F 15.46 2.10e-16 1185-1206 
PR00261D 16.87 2.15e-16 3721-3742 
PR00261A 15.49 2.38e-16 2729-2750 
PR00261D 16.87 2.38e-16 933-954 
PR00261E 18.62 2.97e-16 2729-2750 
PR00261F 15.46 3.41e-16 


711 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 6.14e-16 206-221 
PR00261C 18.72 7.57e-16 2729-2750 
PR00261A 15.49 7.92e-16 3562-3583 
PR00261F 15.46 8.02e-I6 2729-2750 
PR00261C 18.72 8.30e-16 3600-3621 
IPB000033A 21.82 8.33e-16 2731-2753 
PR00261B 15.12 8.53e-16 933-954 
PR00261F 15.46 8.68e-16 3562-3583 
PR00261C 18.72 9.27e-16 80-101 
PR00261F 15.46 9.56e-16 3404-3425 
PR00261E 18.62 9.72e-16 3562-3583 
PR00261C 18.72 9.76e-16 2938-2959 
PR00261E 18.62 1.53e-15 3404-3425 
PR00261E 18.62 133e-15 3484-3505 
PR00261D 16.87 1.63e-15 3641-3662 
PR00261C 18.72 1.68e-15 3484-3505 
PR00261E 18.62 I.79e-15 3809-3830 
PR00261D 16.87 1.84e-15 3364-3385 
PR00261A 15.49 2.29e-15 2767-2788 
IPB002172 7.37 2.64e-15 89-101 
PR00261F 15.46 2.80e-15 2687-2708 
PR00261E 18.62 3.l2e-15 3523-3544 
PR00261C 18.72 3.25M5 3641-3662 


711 


PR00764 


Complement C9 signature n 


PR00764B 12.47 336e-15 1048-1068 
IPB002172 7.37 3.45e-15 1110-1122 
PR00261B 15.12 3.74e-15 3600-3621 
PR00261B 15.12 4.33e-15 2893-2914 
PR00261C 18.72 4.60e-15 2687-2708 
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IPB000033C 11.58 4.81e-15 3128-3142 
IPB000033D 30.18 5. 


711 


IPB001774 


Delta serrate liquid 


IPB001774D 19.23 9.89e-14 4240-4286 
IPB002172 7.37 l.OOe- 13 2902-2914 
PR00261E 18.62 l.OOe- 13 2558-2579 
PR00261D 16.87 1.53e-13 1185-1206 
PR00261C 18.72 1.96e-13 125-146 
PR00261F 15.46 2.19e-13 2558-2579 
IPB000033C 11.58 2.29e-13 1376-1390 
PR00261B 15.12 2.53e-13 2558-2579 
IPB002172 7 3 7 2.59e-13 1062-1074 
BPB002172 7.37 2.59e-13 2947-2959 
1PB002172 7.37 3.12e-13 2861-2873 
PR00764B 12.47 3.38e-13 3636-3656 
IPB002172 7.37 3.65e-13 3650-3662 


711 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 4.00e-13 206-217 
PR00261A 15.49 4.60e-13 1185-1206 
IPB000152 8.86 5.09e-13 3019-3034 
PR00261B 15.12 5.25e-l 3 3444-3465 
PR00261E 18.62 5.61e-13 125-146 
IPB002172 7.37 5.76e-13 2776-2788 
IPB002172 7.37 6.29e-13 


711 


PR00010 


Type n EGF-like signature m 


PR00010C 6.98 8.13e-ll 211-221 
IPB002172 7.37 8.43e-ll 3532-3544 
IPB000033A 21.82 8.71e-ll 1187-1209 
IPB000033C 11.58 9.00e-ll 1774-1788 
IPB000152 8.86 9.04e-l 1 2979-2994 
PR00261C 18.72 9.18e-ll 2558-2579 
IPB000033C 11.58 5.86e-10 2081-2095 


711 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 6.04e- 10 42 18-4234 
IPB000033C 11.58 6.40e-10 411-425 
IPB002172 7.37 6.54e-10 942-954 
IPB000033C 11.58 6.58e-10 1466-1480 
IPB000033A 21.82 7.26e-10 2560-2582 
PR00261C 18.72 7.67e-10 2893-2914 
PR00010C 6.98 8.55e-10 3024-3034 
PR00764B 12.47 8.62e-10 120-140 
PR00764B 12.47 8.73e-10 2804-2824 
PR00764B 12.47 8.85e-10 3439-3459 
IPB002172 7.37 9.31e-10 3493-3505 
1PB000033C 11.58 9.46e-10 3084-3098 
IPB002172 7.37 1.00e-09 2647-2659 
PR00764B 12.47 1.22e-09 3479-3499 
IPB000033C 11.58 1.48e-09 736-750 
PR00764B 12.47 1.65e-09 2594-2614 
EPB000033B 7.05 2.42e-09 3024-3034 
PR00764B 12.47 2.63e-09 75-95 


71 1 




"Developmental signaling protein, 
Wnt-1 family" 


IroUUUy/Or Z3.43 4. lye-U9 4241-4289 
IPB000033C 1 1 58 4 21e-09 2404-2418 


711 


PR00873 


Echinoidea (sea urchin) 
metallothionein signature IV 


PR00873D 8.25 4.88e-09 43264344 
PR00764B 12.47 5.23e-09 2933-2953 
IPB000033D 30.18 5.37e-09 40444082 
PR00764B 12.47 5.66e-09 2553-2573 
PR00764B 12.47 5.99e-09 3518-3538 
IPB001881B 12.28 6.87e-09 2979-2990 


711 f 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 6.96e-09 2547-2589 
EPB000033C 11.58 7.91e-09 1647-1661 


711 


IPB002557 


Chitin binding domain 


IPB002557B 12.64 7.92e-09 1236-1249 
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TDD n AA/W O r> 11 CO O AT /\#\ lOii <tiO 

IPB000033C 11.58 8.07e-09 324-338 
IPB000033C 11.58 8.07e-09 367-381 
LPB00OU33C 11.58 8.23e-09 1329-1343 
IPB001774C 18.25 8.26e-09 4301-4343 
PR00010C6.98 8.46e-09 3900-3910 


711 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8. 62e-09 206-225 
PR00764B 12.47 8.70e-09 1096-1116 
IPB000033B 7.05 8.82e-09 2984-2994 
IPB003886E 12.94 8.88e-09 4100-4110 
PR00764B 12.47 9.46e-09 2847-2867 


711 


IPB000118 


Granulin 


IPB000118C 7.41 9.65e-09 3822-3863 
PR00907B 11.50 9.66e-09 162-178 


712 


PR00261 


Low density lipoprotein (LDL) 
receptor signature II 


PR00261B 15.12 7.43e-l 8 80-101 
PR00261D 16.87 7.25e-17 80-101 
PR00261E 18.62 3.53e-16 80-101 
PR00261F 15.46 5.39e-16 80-101 
PR00261A 15.49 6.08e-16 80-101 


712 


IPB002172 


Low density bpoprotem (LDL> 
receptor class A (LDLRA) domain 


IPB002172 7.37 2.64e-15 89-101 
PR00261C 18.72 3.47e-15 80-101 
PR00261A 15.49 7.64e-15 125-146 
PR00261F 15.46 8.80e-15 125-146 
PR00261D 16.87 1.98e-14 125-146 


*71 o 

712 


IPB000033 


"Low-density bpoprotem (ldl) 
receptor, YWTD repeat" 


IPB000033A 21.82 3.53e-14 82-104 
PR00261C 18.72 1.96e-13 125-146 
PR00261E 18.62 5.61e-13 125-146 
EPB002172 7.37 6.40e-12 134-146 
PR00261B 15.12 9.37e-12 125-146 


712 


PR00764 


Complement C9 signature II 


PR00764B 12.47 8.62e-10 120-140 


712 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 9.66V09 162-178 
PR00764B 12.47 1.00e-08 75-95 


713 


IPB003164 


Alpha adaptin carboxyl-terminal 
domain 


IPB003164M 10.25 8.22e-09 164-195 


714 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.86e-16 741-767 
PR00205F 19.572.13e-15 301-327 
PR00205B 20.09 7.30e-l5 996-1025 
PR00205B 20.09 9.70e-15 250-279 
PR00205B 20.09 1.84c-14 475-504 
PR00205D 12.22 4.12e-14 332-351 


714 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 238-255 
PR00205B 20.09 4.94e-14 1210-1239 
PR00205B 20.09 7.19e-14 1315-1344 
PR00205D 12.22 9.31e-14 1294-1313 
IPB002126B 12.04 3.57e-13 463-480 
PR00205F 19.57 4.90e-13 1368-1394 
IPB002126B 12.04 5.29 


715 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.86e-16 741-767 
PR00205F 19.57 2.13e-15 301-327 
PR00205B 20.09 7.30e-15 996-1025 
rivuuzujD zxj.yjy y. /i/e-ij zju-z/y 
PR00205B 20.09 1.84e-14 475-504 
PR00205D 12.22 4.12e-14 332-351 


715 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-l4 238-255 
PR00205B 20.09 4.94e-14 1210-1239 
PR00205B 20.09 7.19e-14 1315-1344 
PR00205D 12.22 9.31e-14 1294-1313 
IPB002126B 12.04 3.57e-13 463-480 
PR00205F 19.57 4.90e-13 1368-1394 
IPB002126B 12.04 5.29 



WO 2004/080148 



PCT/US2003/030720 



364 
TABLE 3B 



716 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terrainus" 


IPB0024691 10.99 4.86e-16 719-737 
IPB002469H 21.17 6.14e-16 674-709 j 
IPB002469J 8.97 3.52e-12 801-817 j 


716 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 706-737 
IPB002469G 26.76 9.24e-ll 629-667 


717 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 1.00e-21 156-181 
IPB000822 14.67 4.75e-19 324-349 
IPB000822 14.67 4.46e-18 212-237 
IPB000822 14.67 3.57e-17 184-209 
DPB000822 14.67 7.43e-17 240-265 
IPB000822 14.67 1.00e-16 296-321 
BPB000822 14.67 2.69e-15 62-87 
IPB000822 14.67 4.38e-15 352-377 


in 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 8.20e-15 181-194 


717 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 9.07e-15 172-211 
PR00048A 9.94 3.77e-14 321-334 
PR00048A 9.94 8.62e-14 349-362 
PR00048A9.943.57e-l3 153-166 
IPB001275 19.17 9.71e-13 144-183 
IPB000822 14.67 1.95e-12 268-293 
PR00048A 9.94 2.06e-12 237-250 
PR00048A 9.94 4.18e-12 209-222 
IPB000822 14.67 9.53e-12 34-59 
PR00048A 9.94 6.21e-ll 265-278 
IPB001275 19.17 8.71e-ll 200-239 
PR00048A 9.94 1.41e-10 293-306 
IPB001275 19.17 4.16e-10 312-351 
PR00048B 5.52 5.50e-10 197-206 
PR00048A 9.94 7.55e-10 59-72 
PR00048B 5.52 9.36e-10 337-346 
PR00048B 5.52 1.00e-09 169-178 
PR00048B 5.52 3.50e-09 225-234 
IPB001275 19.17 3.62e-09 ; 256-295 
PR00048B 5.52 4.50e-09 365-374 
IPB001275 19.17 5.22e-09 228-267 
IPB001275 19.17 8.75e-09 284-323 


718 


IPB000221 


Protamine PI 


IPB000221 5.48 2.97e-12 74-100 
IPB000221 5.48 9.30e-12 63-89 
IPB000221 5.48 2.19e-ll 103-129 
DPB000221 5.48 2.59e-ll 64-90 
IPB000221 5.48 3.91e-ll 78-104 


718 


IPB000492 


Protamine 2 (PRM2) 


1PB000492B 5.26 5.88e-ll 98-132 \ 
IPB000221 5.48 6.16e-ll 92-118 [ 
IPB000221 5.48 6.43e-ll 99-125 
IPB000221 5.48 7.62e-ll 60-86 
IPB000492B 5.26 9.35e-ll 79-113 
IPB000492B 5.26 9.35e-ll 102-136 
IPB000221 5.48 2.73e-10 118-144 
IPB000221 5.48 4.70e-10 62-88 
IPB000221 5.48 4.70e-10 94-120 
IPB000492B 5.26 6.97e-10 103-137 
1PB000492B 5.26 8.12e-10 106-140 
IPB000492B 5.26 8.53e-10 105-139 
IPB000221 5.48 8.89e-10 101-127 
IPB000492B 5.26 9.06e-10 78-112 
IPB000492B 5.26 9.69e-10 100-134 
IPB000221 5.48 1.00e-09 83-109 
IPB000221 5.48 1.46e-09 65-91 
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IPB000221 5.48 3.31e-09 109-135 
IPB000221 5.48 3.31e-09 122-148 
IPB000492B 5.26 3.84e-09 75-109 
IPB000221 5.48 5.15e-09 107-133 
IPB000221 5.48 5.27e-09 52-78 


718 


PR00055 


HIV TAT domain signature m 


PR00055C 9.12 5.92e-09 16-32 
IPB000221 5.48 6.19e-09 116-142 
IPB000492B 5.26 6.38e-09 94-128 
IPB000492B 5.26 6.67e-09 107-141 
IPB000221 5.48 6.88&-09 97-123 
IPB000221 5.48 6.88e-09 111-137 
IPB000492B 5.26 7.75e-09 77-1 1 1 
EPB000492B 5.26 8.34e-09 65-99 


718 


IPB000271 


Ribosomai protein L34 


IPB000271 15.87 9.78e-09 111-148 
IPB000221 5.48 9.88e-09 124-150 

tt-»t> r»/\/\ ylrtOTJ C **iC A ftA_ t\{\ 111 1 AC 

IrBu004yZB D.2o 9.yUe-l)y 1 1 1-14D 
IPB000221 5.48 1.00e-08 76-102 


720 


IPB000152 


Aspartic acid and asparagjne 
hydroxylation site 


IPB000152 8.86 6.54e-17 2348-2363 
IPB000152 8.86 4.18e-15 2191-2206 
IPBU00152 o.oo 3.84e-14 2232-224/ 
IPB000152 8.86 3.86e-13 2108-2123 


720 


JPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 4.78e-13 2232-2251 


720 


IPB001881 


Calcium-binding EGF-like domain 


IPB0O1881B 12.28 5.50e-13 2191-2202 


720 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.29e-13 1028-1065 


720 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 9.47e-13 2353-2363 
IPB003006B 20.23 1.00e-12 1119-1156 


720 


IPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


IPB000033B 7.05 3.70e-12 2196-2206 
DPB001881B 12.28 5.20e-12 2348-2359 


720 


IPB002861 


Reeler domain 


IPB002861B 10.50 6.52e-l2 1435-1463 
IPB002861B 10.50 7.12e-12 1606-1634 


720 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 7.20e-12 1441-1458 
PR00010C6.98 1.75e-ll 2196-2206 
IPB000152 8.86 1.96e-ll 2023-2038 
IPB001881B 12.28 4.79e-ll 2232-2243 
1PB003006B 20.23 4.91e-ll 386-423 
IPB003006B 20.23 5.30e- 11 1208-1245 
IPB002861B 10.50 7.08e-ll 1549-1577 
IPB003006B 20.23 8.43e-ll 199-236 
IPB001881B 12.28 8.58e-ll 2066-2077 
IPB0O1881B 12.28 9.53e-ll 2023-2034 
IPB003006B 20.23 9.61e-l 1 756-793 


720 


IPB000981 


Neurohypophysial hormone 


IPB000981A 17.34 1.60e-10 1594-1621 
IPB003006B 20.23 2.08e-10 847-884 
IPB003886D 13.91 2.33e-10 2191-2210 
IPB000033B 7.05 4.48e-10 2353-2363 


720 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 5.83e-10 2116-2136 

DDA11ftir\ 1A C7 C Qf|«^1A KOQ 

rKUi jiMD lio/ D.yue-iu Iol2-t02y 
IPB000033B 7.05 7.10e-10 2113-2123 


720 


IPB001862 


Membrane attack complex 
components/perforin/c omplement C9 


IPB001862A 12.54 8.02e-l0 1714-1729 


720 


PR00907 


Thrombomodulin signature VII 


PR00907G 10.43 8.09e- 10 2348-2374 
IPB003006B 20.23 8.56e-10 104-141 
IPB001881B 12.28 8.71e-10 2108-2119 
PR00907G 10.43 8.85e-10 2232-2258 
IPB003006B 20.23 8.92e-10 938-975 
IPB003886D 13.91 9.4 le- 10 2348-2367 
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PR00907B 1 1.50 9.64e-10 2228-2244 
IPB003006B 20.23 1.35e-09 479-516 
PR01303D 10.57 2.00e-09 1726-1743 


720 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature HE 


PR01472C 14.40 3.4 le-09 994-1009 
IPB003886D 13.91 3.49e-09 2108-2127 


720 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.57e-09 2357-2365 
PR00010C 6.98 3.63e-09 2113-2123 
IPB003006B 20.23 3.77e-09 1299-1336 
IPB000033A 21 .82 4.35e-09 2053-2075 
IPB002861B 10.50 4.48e-09 1663-1691 
EPB003006B 20.23 4.81e-09 10-47 
IPB003367A 11.78 5. 13e-09 2318-2338 
IPB003006B 20.23 5.50e-09 572-609 


720 


PR01474 


Vascular cell adhesion molecule- 1 
(VCAM-1) signature VI 


PR01474F 14.81 5.76e-09 1221-1234 
IPB003006B 20.23 5.85e-09 293-330 . 


720 


PR01536 


Interleukin-l receptor type I and type 
II family signature III 


PR01536C 19.92 5.85e-09 393-416 
PR01536C 19.92 6.08e-09 1126-1149 
PR01536C 19.92 7.46e-09 763-786 
PR01536C 19.92 7.58e-09 1215-1238 
PR00010C 6.98 8.02e-09 2237-2247 
IPB001862A 12.54 8.55e-09 1486-1501 
IPB002861B 10.50 8.98e-09 1720-1748 
IPB002861C 23.17 9.02e-09 1650-1704 


720 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 9J20e-09 1443-1483 


720 


IPB000118 


Granulin 


IPB0001 18B 7.94 9.20e-09 201 1-2049 
PR00907G 10.43 9.27e-09 2108-2134 
PR00907B 11.50 9.43e-09 2344-2360 
IPB002861B 10.50 9.59e-09 1492-1520 


721 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


1PB000135D 2.13 8.05e-14 71-95 
IPB00O135D 2.13 5.27e-13 72-96 
IPB00O135D 2.13 9.46e-12 73-97 
IPB000135D2.134.78e-ll 70-94 


721 


IPB003874 


CDC45-like protein 


IPB003874C 5.49 8.27e-ll 74-85 


721 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A9.15 8.60e-ll 454-473 
IPB000135D 2.13 3.05e-10 74-98 


721 


IPB001580 


Calreticulin family 


IPB001580F 2.93 8.31e-10 78-87 
IPB000135D 2.13 9.02e-10 69-93 
1PB000135D 2.13 1.00e-09 65-89 
1PB001580F 2.93 1.45e-09 76-85 
IPB0OO135D 2.13 5.09e-09 66-90 
IPB001580F 2.93 6.85e-09 74-83 
IPB000135D 2.13 7.00e-09 75-99 
IPB000135D 2.13 «.00e-09 68-92 
IPB000135D 2.13 9.36e-09 63-87 


722 


1PB001140 


ABC transporter transmembrane 
region 


IPB001140A 21.73 8.36e-20 1311-1357 
IPB001140A 21.73 9.29e-18 499-545 
TPnoni i Ann k a *70*»_1 ^ £i 

UrxJUUllHUo ID. OA **. / 5*6- ID OlO-ODJ 

IPB001140B 15.62 1.16e-10 1427-1465 


722 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 6.66e-10 513-533 


722 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 7.88e-10 1324-1339 


722 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


BPB000897A 9.15 1.54e-09 512-531 
IPB000795A 10.67 2.85e-09 512-527 
PR00326A 8.70 4.49e-09 1325-1345 
IPB000897A 9.15 5.57e-09 1324-1343 


722 


IPB001324 


Phosphoribulokinase family 


IPB001324A 18.12 8.00e-09 1321-1342 
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722 


rKOOio4 


Disease resistance protein signature I 




722 


rR0IU14 


Neuropeptide Y2 receptor signature 

VI 


PPH1A1^T7 1 ^ Oo o 7/| Q aq {LAI 
rKUlU14r o. /4e-Uy 04/-00j 


723 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.16e-09 242-267 
jtku i z i /Li 4.3 / / ,4ye-uy 410-3 1 0 


723 


IPB001084 


Microtubule associated Tau protein 


1PB001084C 7.66 9.64e-09 308-325 


723 


EPB001101 


Plectin repeat 


IPB001101K 8.53 9.92e-09 29-72 


724 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 158-198 
IPB001552D 24.88 5.35e-19 67-109 
IPB001552C 25.04 7.75e-15 13-53 


725 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 526-549 


725 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 236-255 


725 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


EPB000152 8.86 2.89e-14 109-124 


725 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 191-202 
IPB000152 8.86 1.00e-13 236-251 
IPB000152 8.86 1.82e-13 191-206 

TATAAA1 O O 1 T% 1 AO A TC_ 10 1 AA 1 AA 

IPB001881B 12.28 4.75e-13 109-120 1 


725 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 71-113 

TTITIAAAAAOT5 1*7 AA 1 Aft- 1A A AA ylAI 

IPB000998B 17.20 l.OOe- 12 409-421 


725 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-l 1 407-425 
IPB000998C 18.63 5.30e-ll 463-478 
IPB001881B 12.28 8.58e-ll 236-247 


725 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 143-159 


725 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 80-88 


725 


IPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 241-251 
IPB000033B 7.05 5.97e-09 196-206 


725 


IPB000167 


Dehydrin ! 


IPB000167A 8.58 7.14e-09 323-350 


725 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 158-178 


726 


IPB001258 


NHL repeat 


IPB001258B 28.61 4.30e-17 619-653 
IPB001258B 28.61 7.00e-17 525-559 

rr»f»Ani 'iron 10 f i t / "\'"T _ 1 s~ A'ti a /~ c 

IPB001258B 28.61 1.27e- 16 431-465 

TBDAAIICOD AO Ct C A1 _ AC. A TO <1A 

UrB0ul25oB Zo.ol 3.yie-lo 4/B-31Z 


726 


PR01406 


B-box zinc finger signature I 


PR01406A 20.90 8.36e-12 112-129 
lrB00125oB Zo.ol D.olte-1 1 3 /Z-oUo 


726 


IPB003649 


B-Box C-terminal domain 


TDDAA^filAD AA \ £. 1 /CO« 1A IK lOJ 

lrDUU3o49J3 2z.lo 3.ooe-10 1 13-134 


726 


IPB001869 


Thiol-activated cytolysins 


IPB001869C 15.61 6.06e-09 396-419 


727 


IPB000198 


RhoGAP domain 


IPB000198C 16.49 8.31e- 16 923-940 
IPB000198B 12.47 9.10e-15 833-850 


727 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 3.89e-ll 724-739 

TT*T» AAA1 AO A 1 C t\C /> /"l „ 1 [\ TO 1 AAA 

IPB000198A 15.95 9.61e-10 781-797 


727 


IPB002551 


Coronavirus SI glycoprotein 


IPB002551J 18.56 3.60e-09 470-511 


727 


IPB001369 


Purine and other phosphoryiases 
family 2 


IPB001369C 24.81 4^7e-09 36-76 


727 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 7.24e-09 1025-1064 


729 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 6.23e-24 131-169 
IPB002870F 18.81 6.54e-16 456-480 


729 


IPB001762 


Disintegrin 


IPB001762A 23.93 6.50e-15 359-399 
IPB002870E 1 1.90 8.67e-14 414-426 
IPB002870D 16.31 8.77e-13 383-398 


729 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 1.42e-ll 1173-1190 
PR01303D 10.57 1.40e-10 1488-1505 
IPB002870A 12.22 2.29e-10 81-97 
IPB002870C 11.01 2.80e-10 344-354 
PR01303D 10.57 3.91e-10 1098-1115 


729 


IPB000130 


"Neutral zinc metallopepudases, 
zinc-binding region" 


IPB000130 5.86 7. 19e-10 412-422 
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729 


EPB000118 


Granulin 


TDDAAAI 1 on to lO A 11 _ AA 1 ATX 1 ^ 1 Cl 

1PB000118G 12.18 4.31e-09 14/1-10 iy 


729 


IPB002861 


Reeler domain 


IPB002861C 23.17 5.34e-09 969-1023 
PR01303D 10.57 6.50e-09 1229-1246 

mnnAOOf m i/\ ct\ t nn t OOI loci 

IPB002861B 10.50 7.75e-09 12ZJ-12M 


729 


PR00269 


Pleiotrophin/midkine family 
signature I 


PR00269A 12.42 9.33e-09 1162-1186 


730 


PR01478 


Leukotriene B4 type 2 receptor 
signature V 


PR01478E 5.85 7.56e-10 149-177 


735 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 7.35e-14 302-327 


737 


EPB002004 


"Poly^adenylate binding protein, 
unique domain" 


IPB002004C 13.84 8.14e-10 189-231 


741 


PR01276 


Type II keratin signature II 


PR01276B 9.79 9.27e-10 147-159 


742 


PR00205 


Cadherin signature 11 


PR00205B 20.09 5.95e-20 252-281 
PR00205D 12.22 3.25e-16 654-673 
PR00205B 20.09 7.60e-15 142-171 
PR00205F 19.57 1.00e-l4 520-546 
PR00205G 13.05 1.37e-13 657-674 
PR00205F 19.57 3.10e-13 623-649 
PR00205D 12.22 5.80e-13 231-250 
PR00205D 12.22 5.80&-13 551-570 
PR00205B 20.09 6.40e-13 469-498 


742 


1PB002126 


Cadherin domain 


IPB002126B 12.04 8.71e-13 560-577 
PR00205F 19.57 1.26e-12 308-334 
PR00205G 13.05 1.30e-12 340-357 
PR00205G 13.05 4.90e-12 554-571 
PR00205D 12.22 5.37e-l2 337-356 
PR00205D 12.22 8.20e-12 448-467 
PR00205G 13.05 8.50e- 12 234-251 
PR00205G 13.05 6.84e-ll 451-468 
IPB002126B 12.04 7.43e-ll 240-257 
PR00205F 19.57 7.63e^ll 417-443 
PR00205A 17.38 8.56e-ll 301-320 
IPB002126B 12.04 3.03e- 10 457-474 
IPB002126B 12.04 9.42e-l0 130-147 
IPB002126A 14.68 3.67e-09 3 12-328 
PR00205A 17.38 4.71e-09 513-532 
PR00205B 10.82 5.50e-09 570-583 
IPB002126A 14.68 6.33e-09 204-220 
PR00205C 13.59 6.62e-09 640-652 
PR00205B 20.09 7.06e-09 572-601 
PR00205D 12.22 8.27e-09 121-140 
PR00205G 13.05 9.82e-09 124-141 


744 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862C 26.48 8.94e-09 119-167 


745 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 6.00e-24 216-241 
IPB000822 14.67 9.18e-21 160-185 
IPB000822 14.67 1.75e-20 328-353 
IPB000822 14.67 4.00e-20 518-543 
IPB000822 14.67 8.50e-20 244-269 
IPB000822 14.67 9.25e-19 490-515 
IPB000822 14.67 7.92e-18 188-213 
IPB000822 14.67 931e-18 356-381 
DPB000822 14.67 9.36e-17 272-297 
IPB000822 14.67 3.40e-16 384-409 
IPB000822 14.67 8.80e-16 300-325 


745 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 381-394 
PR00048A 9.94 1.00e-14 269-282 
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PR00048A 9.94 1.00e-14 543-556 
PR00048A 9.94 3.08e-14 185-198 
PR00048A 9.94 4.46e-14 487-500 
EPB000822 14.67 6.06e-14 440465 
IPB000822 14.67 2.50e-13 412-437 
PR00048A 9.94 3.57e-13 297-310 
PR00048A 9.94 6.79e-13 213-226 
PR00048A 9.94 7.43e-13 409-422 
IPB000822 14.67 8.00e-13 132-157 


745 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.00e-13 148-187 
PR00048A 9.94 3.12e-12 241-254 
PR00048A 9.94 5.76e-12 515-528 
PR00048B 5.52 7.00e-12 173-182 
IPB001275 19.17 7.58e-12 204-243 
PR00048A 9.94 8.41e-12 353-366 
IPB001275 19.17 3.96e-ll 506-545 
IPB000822 14.67 4.43e-ll 546*571 
IPB001275 19.17 5.76e-ll 176-215 
PR00048A 9.94 6.21e-ll 325-338 
PR00048B 5.52 7.00e-ll 341-350 
PR00048B 5.52 9.25e-ll 503-512 
PR00048B 5.52 1.00e-10 229-238 
IPB001275 19.17 1.49e-10 344-383 
IPB001275 19.17 4.41e-10 316-355 


745 


IPB001222 


THIS zinc ribbon domain 


IPB001222 24.63 5.16e-10 490-526 
IPB001275 19.17 550e-10 232-271 
PR00048A 9.94 7.14e-10 129-142 
PR00048A 9.94 7.14e-10 157-170 
PR00048A 9.94 138e-09 437-450 
IPB001275 19.17 1.46e-09 372-411 
IPB001275 19.17 3.39e-09 288-327 
PR00048B 5.52 5.50e-09 531-540 
IPB001222 24.63 8.35e-09 160-196 
IPB001275 19.17 9.09e-09 260-299 


745 


IPB001142 [ 


Yeast membrane protein DUP 


IPB001142B 22.92 9.60e-09 290335 


745 


IPB002867 


Cysteine-rich domain (C6HQ 


IPB002867C 19.46 9.76e-09 129-146 
PR00048B 5.52 1.00e-08 313-322 


746 


IPB001909 


KRAB box 


IPB001909 17.37 8.65e-30 37-71 


746 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 6.00e-24 291-316 
IPB000822 14.67 9.18e-21 235-260 
IPB000822 14.67 1.75e-20 403-428 
IPB000822 14.67 8.50e-20 319-344 
1PB000822 14.67 7.92e-18 263-288 
IPB000822 14.67 9.31e-18 431-456 
IPB000822 14.67 9.36e-17 347-372 
IPB000822 14.67 3.40e-16 459-484 
IPB000822 14.67 8.80e-16 375-400 


746 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 456-469 
PR00048A 9.94 1.00e-14 344-357 
PR00048A 9.94 3.08e-14 260-273 
IPB000822 14.67 6.06e- 14 515-540 
IPB000822 14.67 2.50e-13 487-512 
PR00048A 9.94 3.57e-13 372-385 
PR00048A 9.94 6.79e-13 288-301 
PR00048A 9.94 7.43e-13 484-497 
IPB000822 14.67 8.00e-13 207-232 


746 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.00e-13 223-262 
PR00048A 9.94 3.12e-12 316-329 
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PR00048B 5.52 7.00e-12 248-257 
IPB001275 19.17 7.58e-12 279-318 
PR00048A 9.94 8.41e-12 428-441 
IPB001275 19.17 5.76e-ll 251-290 
PR00G48A 9.94 6.21e-l 1 400-413 
PR00048B 5.52 7.00e-ll 416-425 
PR00048B 5.52 1.00e-10 304-313 
IPB001275 19.17 1.49e-10 419-458 
IPB001275 19.17 4.41e-10 391-430 
IPB001275 19.17 5.50e-10 307-346 
PR00048A 9.94 7.14e-10 204-217 
PR00048A 9.94 7.14e-10 232-245 
PR00048A 9.94 1.38e-09 512-525 
IPB00 1275 1 9. 1 7 1 .46e-09 447-486 
IPB001275 19.17 3.39e~09 363-402 i 


746 


IPB001222 


TFIIS zinc ribbon domain 


IPB001222 24.63 835e-09 235-271 j 
IPB001275 19.17 9.09e-09 335-374 


746 


IPB001142 


Yeast membrane protein DUP 


IPB001 142B 22.92 9.60e-09 365-410 


746 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867C 19.46 9.76e-09 204-221 
PR00048B 5.52 1.00e-08 388-397 


747 


IPB000348 


emp24/gp25L/p24 family 


IPB000348B 26.69 5.33e-31 143-188 
IPB000348A 15.21 3.63e-12 78-96 


748 


IPB000560 


Histidine acid phosphatase 


IPB0O056O 17.02 1.00e-16 31-53 


749 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 8.29e-19 558-575 
PR00405C 18.05 9.55e-19 579-600 
PR00405A 18.83 4.00e-18 539-558 


749 


IPB000906 


ZU5 domain 


IPB000906G 25.85 4.32e-12 827-875 
IPB000906D 23.89 7.43e-09 846-900 


751 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.00e-24 753-778 


751 


IPB001909 


KRAB box 


IPB001909 17.37 2.86e-21 344-378 
IPB000822 14.67 3.57e-17 695-720 
EPB000822 14.67 3.25e-14 605-630 
IPB000822 14.67 9.44e-14 781-806 
BPB000822 14.67 2.50e-13 723-748 


751 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.37e-l 1 602-615 
PR00048A 9.94 4.32e-ll 778-791 
PR00048A 9.94 5.26e-l 1 692-705 
IPB000822 14.67 6.14e-ll 633-658 
PR00048A 9.94 9.53e-l 1 750-763 
PR00048B 5.52 1.00e-10 766-775 
PR00O48A 9.94 3.86e-10 720-733 


751 


IPB0O1580 


Calreticulin family 


IPB001580F 2.93 1.00e-09 514-523 
PR00048A 9.94 6.25 e-09 630-643 
PR00048B 5.52 6.50e-09 708-717 


751 


PR01073 


Presenilin 1 signature III 


PR01073C 1.45 6.62e-09 509-520 


751 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.18e-09 769-808 


751 


IPB000135 


High mobility group proteins HMG1 
and rlMOz 


IPB000135D 2.13 8.45e-09 507-531 


753 


IPB000483 


Leucine rich repeat Oterminal 
domain 


IPB000483 11.18 8.1 le-14 261-275 


753 


PR00364 


Disease resistance protein signature 
IV 


PR00364D 14.89 4.60e-09 103-119 


753 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 8.91e-09 154-167 


754 


IPB001599 


Alpha-2-macrogIobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599A 10.97 9.69e-18 123-141 
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PB001599N 24.85 2.24e-14 1437-1469 




TDTJAA1 1 1A 


"Netrin, C- terminus" 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-l 2 728-738 
IPB001599J 20.99 3.00e-ll 1085-1110 
IPB0015991 10.83 7.60e-ll 1054-1063 
IPB001599K8.15 1.46e-10 1214-1225 
BPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 755-764 


7SS 
/DO 


TPTinfV>1 CI 


Fibrinogen beta and gamma chains 
C-tenninal globular domain 


mnnnii o i n r\t r a a a *+* *% a a *\n ^ 

IPB002181E 27.75 4.44e-21 344-376 
IPB002181D 29.18 5.14e-19 298-338 
UrJ3002181F 18.85 2.13e-I4 398-421 
IrUUUZlOlO iD.o/ D. /oe-lz 2SU-2y2 
IPB002181A 18.44 2.32e-10 244-260 


756 


ITDUujUUU 


inimunogjoDUiin ana major 
histocompatibility complex domain 


iravvivvoiS D.JOe-ll 457-494 


756 


PR00014 


Fibronectin type HI repeat signature 
IV 


PR00014D 15.12 5.26e-10 671-685 
IPB003006B 20.23 5.68e-10 174-211 
IPB003006B 20.23 5.68e-10 275-312 


/JO 




— — : 

Cytochrome B5 reductase signature 
VI 


PR00406F 4.29 6.03e-09 140-148 


/JO 




Isoflavone reductase 


IPB003866D 19.80 9.48e-09 454-506 


757 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 240-254 


757 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 149-162 
PR00019B 11.42 8.00e-10 98-lll 
PR00019B 11.42 7.55e-09 122-135 
PR00019B 11.42 8.09e-09 146-159 


757 




woL domain 


Ji*J50v25oyiJ 11.76 o.97e-09 599-645 


757 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.31e-09 335-372 

TT1T> A/IO O O AD 1 "1 C\ A A s\f\ ee\a r a a 

1PB002889B 11.76 9.44e-09 598-644 


758 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 240-254 | 


758 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14&-11 149-162 

T> D AAA 1 AD 1 1 A*\ O AA» 1 /\ f\£> 111 

FKOUUlyB 11.42 8.00e-10 98-111 
PR00019B 11.42 7.55e-09 122-135 

PPAAAIOn 1 1 ilO Q AQo. AO 1/1/: no 

r JKAA/Uiyu i i.*fz o.uye-vy 140-ijy 


758 


IPB002889 


WSC domain 


IPB002889B 1 1.76 8.97e-09 603-649 j 


758 


IPB003006 


Immunoglobulin and major 
mstocompatibility complex domain 


IPB003006B 20.23 9.31e-09 335-372 
IPB002889B 1 1.76 9.44e-09 602-648 


759 


IPB000203 


GPS domain 


IPB000203A 18.40 9.25e-20 966-996 
IPB000203B 13.98 8.88e-15 1086-1107 


759 


IPB000832 


G-protein coupled receptors family 2 
(secretin-like) 


IPB000832C 19.53 9.46e-13 1086-1115 


759 


PR00249 


Secretin-like GPCR superfamily 
signature III 


PR00249C 15.44 1.73e-10 1088-1111 


760 


IPB000822 


"Zinc finger, C2H2 type" 


1PB000822 14.67 4.00e-24 277-302 
IPB000822 14.67 3.45e-21 361-386 
IPB000822 14.67 1.75e-20 193-218 
1PB000822 14.67 3.25e-19 109-134 
IPB000822 14.67 4.00e-l9 389-414 
IPB000822 14.67 8.50e-19 165-190 
IPB000822 14.67 1.00e-18 249-274 
IPB000822 14.67 5.85e-18 305-330 
IPB000822 14.67 1.60e-16 137-162 
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LroUUUoZZ 14.0/ 3.4Ue-lo 3 33-3 jo 
IPB000822 14.67 5.50e-15 221-246 


760 


nn A A/A >i O 

PR00048 


C2H2-type zinc finger signature I 


DDAHO/IO A C\ C\A £. C A ~ 1 a 11l\ 1 A1 

rK0Uu4oA 9.94 6.54©- 14 330-343 


760 


IPB001275 


DM DNA binding domain 


1PBUU1275 19.17 6.55&-14 237-276 
IPB001275 19.17 8.05e-14 321-360 

TDDnn i o*7C in no o a~ i >i i i ao 
lrBUUlz/3 19.17 8.20e-14 153-192 

IPB001275 19.17 2.14e-13 349-388 

IrtfUUlZO 15J.1 / 4.3 /e-13 /OD-3U4 

PR00048A 9.94 4.86e-13 218-231 

PPOftAAS A O QA A 2£<» 11 77A_7Q 
rlvUlArfOA zf.y'f 4.50©-l j Z/4-Zo 


760 


IPB002867 


Cysteine-rich domain (C6HQ 


EPB002867C 19.46 8.11e-09 274-291 

PPftfW\45tA O OA 8 17<»_fl01^ff 171 


/oU 


TWR(\{YJ01A 

irJJUUzoJ4 


: ' 

BolA-like protein 


TPpnno^AA 71 in ft o^oj^o oor 117 


/OU 


rKUU99j 


36tcDa capillovirus serine protease 
(S35) signature VI 


DPO/IOO^T? 1 A ^fk 6 TJa flO 111 lOQ 

r KUUyiOr 10.3U 9. /3e~U9 3 1 1-3/9 


/ol 


rKUUlZl 


Sodium/potassium-transporting 
ATPase signature IV 


DDAA1 01T~\ 1 O. 71 H 1 « 1 71 1 Q/t 

rKUUlZlLJ 10./3 /.IZe-lj 1/3-194 


761 


IPB001757 


E1-E2 ATPases 


IPB001757B 13.64 9.65e-13 588-617 
IPB001757A 14.16 4.18e-12 179-190 


761 


PR00119 


P-type cation-transporting ATPase 
superfamily signature II 


PR00119B 12.03 9.61e-12 180-194 


761 


EPB000150 


Cof protein 


IPB000150C 20.72 7.47e-09 595-627 


763 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.88e-09 172-197 


764 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 177-207 
IPB001310B 21.00 2.93e-12 241-267 


764 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 189-207 


767 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.52e-10 101-125 
IPB000135D 2.13 9.71e-10 103-127 
IPB000135D 2.13 9.90e-10 100-124 
IPB000135D 2.13 3.18e-09 104-128 
IPB000135D 2.13 9.55&-09 102-126 


768 


PR00074 


Protein-lysine 6-oxidase precursor 
signature V 


PR00074E 11.34 9.46e-14 327-347 
PR00074B 7.56 4.98e-12 260-284 


768 


IPB001695 


Lysyl oxidase 


IPB001695E 9.12 5.70e-12 244-285 


768 


PR00258 


Speract receptor signature IV 


PR00258D 14.29 7.39e-12 94-108 
PR00258E 14.06 3.38e-ll 117-129 
PR00258A 13.56 1.54e-10 29-45 
PR00074D 21.66 2.94e- 10 305-326 
PR00258A 13.56 3.70e-10 139-155 
PR00258C9.05 4.95e-10 177-187 
PR00258D 14.29 6.29e-l 0 210-224 
rKUUZjoU 9.U-) 9.34e-lU o3- /3 

PR00258B 7.94 6.14e-09 48-59 

I DDAn 1 £Q^I? 1 1 1ft £ 97*»_nO 7fi^ 111 
Ur fcJUU 1 OSOr 1 1.1U O.o/e-UV Zo.>-313 


f / 1 




—— — . : 

Microtubule associated Tau protein 


Lrx>uuiuo40 /.oo i.we-uo IUj-IZZ 


771 




r nospnauaaic cynayiyiLransierase 


ipnnnn^7in l ^ c/» 7 Oi%#*_o7 i^s ic^ 
irt>uuuj/4o i j.oo z.uoe-z / jjo-joD 

IPB000374A 12.59 3.65e-16 254-266 


774 


PR00320 


G nrotein heta WD-40 reneat 
signature I 


PR00320A 13 15 7 95e-ll 190-204 
PR00320B 12.82 2.08e-10 190-204 
PR00320C 12.32 4.33e-09 190-204 


775 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 1.95e-10 155-190 


775 


IPB001990 


Granins (chroraogranin or 
secretogranin) 


IPB001990C 33.59 8.01e-10 150-197 


776 


IPB002549 


Domain of unknown function DUF20 


IPB002549B 19.59 9.27e-09 229-266 


778 


IPB002884 


Proprotein convertase P-domain 


IPB002884B 15.69 6.33e-09 114-131 


779 


IPB000361 


Hypothetical hesB/yadR/yfhF family 


IPB000361B 19.14 3.08e-19 119-150 
IPB000361A 17.83 2.71e-16 70-90 
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780 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


EPB003006B 20.23 9.28e-10 131-168 


783 


IPB002223 


Pancreatic trypsin inhibitor (Kunitz) 
family 


IPB002223 17.66 3.88e-25 556-590 


783 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885A 1 1.46 5.57e-19 13-50 1 


783 


IPB001442 


Oterminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 6.26e-19 6-58 
IPB001442A 26.12 4.44e-18 3-55 
IPB001442A 26.12 3.17e-17 185-237 
IPB001442A 26.12 3.60e-17 191-243 
IPB000885B 19.15 5.72e-172-55 
IPB000885B 19.15 6.29e-17 11-64 
IPB001442A 26.12 7.51e-17 12-64 
IPB001442A 26.12 1.21e-16 197-249 
1PB000885B 19.15 2.19e-16 193-246 
IPB001442A 26.12 3.51e-16 9-61 
IPB000885A 11.46 5.06e-16 198-235 
IPB001442A 26.12 6.02e-16 188-240 
IPB000885B 19.15 7.83e-16 8-61 
IPB000885A 11.46 1.61e-15 19-56 
1PB000885B 19.15 3.65e-15 202-255 
IPB000885B 19.15 4.39e-15 184-237 
IPB000885B 19.15 4.49e-15 190-243 
IPB000885B 19.15 8.09e-15 17-70 
IPB001442A 26.12 9.29e-15 182-234 
IPB001442A 26.12 9.80e-15 15-67 


783 


PR00453 


Von Wiilebrand factor type A 
domain signature I 


PR00453A 11.78 1.75e-14 265-282 
IPB000885A 1 1 .46 2.29e-14 201-238 j 
IPB000885A 11.46 3.92e-14 210-247 
IPB000885B 19.15 6.76e-14 14-67 
IPB000885B 19.15 6.97e-14 187-240 
IPB000885A 11.46 7.08e-l4 22-59 
IPB001442A 26.12 7.65e-14 200-252 
IPB000885B 19.15 7.78e-14 5-58 
IPB001442A 26.12 8.63e-14 203-255 
IPB000885A 1 1.46 9.77e-14 25-62 
IPB001442A 26.12 1.00e-13 194-246 
IPB000885A 11.46 1.44e-13 10-47 
IPB000885A 11.46 2.89e-13 195-232 
IPB001442B 12.38 4.67e-13 60-80 
IPB000885A 11.46 6.33e-13 207-244 
IPB000885B 19.15 7.07e-13 196-249 
IPB000885A 11.46 7.33e-13 16-53 
1PB000885B 19.15 7.46e-13 199-252 
IPB001442B 12.38 1.31e-12 22-42 


783 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 1.36e-12 56-90 j 
IPB001073A 22.14 1.72e-l 2 203-237 
IPB001073A 22.14 2.80e-12 119-153 
IPB000885A 11.46 2.93e-12 7-44 

JLrrJUU I < r t fZ/V ZO. IZ j.U3e-iz z*t-/o 

IPB000885A 1 1.46 5.93e-12 213-250 
IPB000885A 1 1.46 6.04e-12 20 


783 


PR00759 


Basic protease (Kunitz-type) 
inhibitor family signature III 


PR00759C 12.43 6.28e-l 1 575-590 
IPB001073A 22. 14 7.00e-l 1 59-93 
IPB000885A 11.46 7.57e-ll 28-65 
IPB001073A 22.14 8.17e-ll 142-176 
IPB001073A22.14 8.33e-ll 50-84 
IPB001073A 22.14 8.67e-ll 15-49 
IPB001442B 12.38 8.71e-ll 37-57 
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783 


IPB000817 


Prion protein 


BPB000817A 834 9.70e-10 132-174 

rtWAJ/oyty y, /ze-lU DO J- J /D 

IPB001442A 26.12 9.92e-10 30-82 

IPR000RRSA 1 1 Af\ 1 R1*»_AQ 1RO-OOA 

IPB001442B 12.38 1.97e-09 210-230 
TPBG010T?A 00 14 9 T7ft-flQ 10R-1£0 
IPB000885B 19. 15 2.47e-09 


784 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic domain 


IPB001541A 12.30 5.50e-ll 164-176 
IPB001541B 11.65 4. 86e-09 251-260 


784 


IPB001369 


Purine anH othf*r n)m<?nh nrvl hcpc 

famfly 2 


TPRnnilfiOA 01 8 7I0AQ o i c 


785 


IPB003006 


TmmimrK*loHii1in nnrl mninr 

UilUIUllUglUUUlU OllU IliaJUl 

histocomnatibilitv eotnrjlex domain 


rPRfinifwvm on oi a o^>_in r xfnAt\A 
irDuvowoD zv.jLj 4.yoe-iu jO/-4Uh 

TPRnnmn/SR on oi a 1 q**_aq 1 «q 1 ^o/; 


786 


PR00918 


dalicivirti<? non-tdnictirrnl nnlvnrrtfpin 

VwUvl Til lw llUlroll UVIU1 <U pvljUl L/Lwlll 

family signature I 




786 


IPB000135 


Hif?h mobilitv prnim nrntein<5 TTMfil 
and HMG2 


iPRnnnii^n o iiao^#>_io iR/c_om 

IPB000135D 2.13 9.24e-12 187-21 1 
iPRonniisn o xiOft-i i irr-oio 
IPBOOOI^SD 2 n i fiRfvin iR^-ono 


786 


IPB002078 


Sigma-54 factor interaction protein 
family 


IPB002078A 20.43 6.31e-10 33-67 


786 


PR00364 


Disease resistance protein signature I 


PR 00^64 A R 00 7 1 1*»-in 10.47 


786 


IPB000765 


GTP1/0BG family 


IPB000765 26.91 7.67e-10 31-74 


786 


IPB000897 


(iTP— ninHincr <riima1 Tfprnmitirin 

particle (SRP54) domain 


TPRnnnso7A o k c o/c*» mioi /no 
IriJUUUoy/A y. ID O.ZOG-1U 3So-4 1<£ 


786 


1PB001580 


C!alreticiilin familv 


IPB001580F 2.93 9.44e-10 201-210 


786 


IPB000623 


Shikimale kinase 


TPRfinnfiOIA lO ClfL 1 GAa-f\Q lO/t^/IOI 


786 


IPB000619 


Guanvlate leinasp 

vj uoxxjr jo-la* fviiiuov* 


TPnnnn^iOA tens? i c<*»_noio/t 
IPB001SR0F 9Q1 1 q/waq 100 onR 


786 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 2.43e-09 34-47 


786 


PR00830 


Endopeptidase La (Lon) serine 
protease (SI 6) signature I 


PR00830A 8.52 4.50e-09 37-56 


786 


IPB001482 


Bacterial tvne U secretion Q\A;tpm 
protein E 


!PRnni4R0R io n^i a /^rwno ion_4n 
iPRnnni^^r> o 11 4 7i#»_no ioi ok 


786 


IPB000850 


Adenylate kinase 


IPB000850C 18.89 5.03e-09 149-179 
iPROon i ^ s n o i ^ nfwno i oa.0 1 4 


788 


PR00452 


SH3 domain signature IT 


PR00452B 1 1.47 6.03e-09 14-29 


789 


PR00452 


SH3 domain sipnatirre TT 


ppnn4**0R 1 1 ah & ni»_no so ino 


790 


IPB001820 


Tissue inhibitors of 
metalloproteinases 


IrDWlO/UU 11. 01 l.DOe-lD /J-oD 

IPB001820B 10.75 2.44e-14 54-64 
IPB001R20D Ifi 1R 0 1(V-14 01 10*5 

IPB001820A8.17 2.52e-ll 16-29 


791 


IPB001304 


C-type lectin domain 


IPR001104A 17 OR 1 nfW»-17 140-171 


791 


PR01408 j 


Macrophage scavenger receptor 
signature VI 


PR01408F 9.76 4.87e-09 64-88 


792 


IPB002213 


UDP-elucoronosvI and 1 IDP- 
glucosyl transferase 


TPROOOO1 1 07 71 1 17*»_4n 07/^10O 


794 


IPB000339 


ubiE/C0Q5 memyitransferase family 


IPB000339D 24.04 6.07e-14 146-188 


794 1 


PR00508 


S21 class N4 adenine-specific DNA 
methyl transferase signature II 


PR00508B 17.31 3.88e-09 167-187 


794 


IPB000682 


Protein-L-isoaspartate(D-aspartate) 
O-methyl transferase 


IPB000682C 16.46 6.79e-09 68-92 


795 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 1.30e- 12 508-530 
PR00237B 12.45 8.62e- 12 463-484 
PR00237D 9.76 3.37e-ll 544-565 


795 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 1 1.56 2.42e-10 522-533 
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795 
tyj 


PR01 1 <7 

rivu 1 1 j / 


P9 mtnnnponfnr cionohiw T\7 

±jl pur muwcpiur oiguoiure i v 


PP01 1 V7D 1 (\ 0** 7 QBp-AQ ££9_A74 


tyj 


PP0017^ 


niiifnm<it*> 'ipn'ii'+Qtp mrnn/vrtor 
VJlUL<UlldXC~dopcU UllC I> y 111 pOIT CT 

cicmutirrp VT 

OlgUiHUI C VI 


PP0017W 10 9*3 0 4^PwOQ 705 794 
PR00237F 14 ^4 0 Sfifi-00 645-fifiQ 


700 


PR01510 


■LlllOilPUMH-1 ICVCpiUl type U 


PR01519T 14 65Q fW^-OO 169-185 


809 


TPR00O1 17 


Tf anna racptn 


TPB0001 17D 10 18 8 71p-00 50/w54fl 


805 


TPR00O171 


rjauiciioi-iypc piiyiucnc 
Hph vHroopnn <ip 


TPB000171F 7 10 8 90^-00 90-^9 


806 


TPB001774 




IPB001774D 19 93 5 91e-09 50-96 


ovu 


TPR0000^4 


T^iintTiin R 


TPB000034C 12 97 7 lle-09 84-109 


806 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


807 

Ow/ 


TpROOl 774 


T\o1fa cPTT^sfp litranrl 
JL/CiUa stellate iigaiiu 


TPR001774H 10 9^ 5 Q1p-00 50-0fi 


807 


IPB000034 


f ^iTiiniTi B 


IPB000034C 12.97 7.31e-09 84-102 


807 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 | 


oUo 


LrnUUi / /4 


Delta serrate ligand 


TDDftA1774n 1 0 C Q1 - nn CA O/Z 
LrUUUl / /4JJ 1U.Z5 j.ylCrUy OV-yO 


808 


IPB000034 


Laminin B 


IPB000034C 12.97 7.3 le-09 84-102 


808 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


809 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 9.36e-10 14-37 


810 


IPB001187 


Tissue Factor (TF) 


IPB001187G 15.20 7.00e-10 40-76 


811 


IPB001039 


"Major histocompatibility complex 
protein, Class F 


IPB001039B 27.55 8.79e-09 98-149 


812 


1PB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 113-150 
IPB003006B 20.23 9. 14e- 12 406-443 
IPB003006B 20.23 1.00e-ll 213-250 


812 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-1 1 512-535 
IPB003006B 20.23 6.40e-10 19-56 
IPB003006B 20.23 9.64e-10 505-542 
IPB003006B 20.23 8.62e-09 311-348 
PR01536C 19.92 9.19e-09 120-143 


813 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 428-465 
IPB003006B 20.23 8.71e-12 1996-2033 
IPB003006B 20.23 9.14e-12 2289-2326 
JPB003006B 20.23 1.00e-ll 2096-2133 


813 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.10e-ll 1707-1730 
PR01536C 19.92 9.23e-l I 2395-2418 
IPB003006B 20.23 4.60c-10 1700-1737 
IPB003006B 20.23 6.40e-10 1902-1939 
IPB003006B 20.23 8.92e-10 1603-1640 
IPB003006B 20.23 9.64e-10 2388-2425 
IPB003006B 20.23 3.42e-09 1506-1543 


813 


PR01076 


Caldesmon signature IV 


PR01076D 8.07 5.07e-09 1457-1478 
IPB003006B 20.23 7.58e-09 1799-1836 
1PB003006B 20.23 8.62e~09 2194-2231 
PR01536C 19.92 9.19e-09 2003-2026 


813 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.64e-09 1755-1771 


814 




Leucine rich repeat C- terminal 
domain 


lriJUUU4o3 11. lo /.oUe-lO Z\y-Z55 


814 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 623-660 
IPB003006B 20.23 8.71e-12 2191-2228 
IPB003006B 20.23 9.14e-12 2484-2521 
IPB003006B 20.23 l.00e-ll 2291-2328 


814 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.10e~ll 1902-1925 
PR01536C 19.92 9.23e-l 1 2590-2613 
IPB003006B 20.23 4.60e-l0 1895-1932 
IPB003006B 20.23 6.40e-10 2097-2134 
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IPB003006B 20.23 8.92e-10 1798-1835 
IPB003006B 20.23 9.64e-10 2583-2620 
EPB003006B 20.23 3.42e-09 1701-1738 


814 


PR01076 


Caldesmon signature IV 


PR01076D 8.07 5.07e-09 1652-1673 
IPB003006B 20.23 7.58e-09 1994-2031 
IPB003006B 20.23 8.62e-09 2389-2426 
PR01536C 19.92 9. 19e-09 2198-2221 


814 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.64e-09 1950-1966 


816 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e~09 90-127 
IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 


817 


EPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-1 15 
IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 1 12-149 
IPB000074B 29. 17 8.48e-09 201-254 - 


819 


IPB001211 


Phospholipase A2 


EPB001211B 17.16 3.12e-31 44-71 


819 


PR00389 


Phospholipase A2 signature III 


PR00389C 17.85 2.50e-20 56-74 
PR00389B 10.67 6.91e-16 37-55 
IPB00121 ID 1 1.66 5.50e-14 104-1 19 
PR00389E 13.06 8.20e-14 104-120 
IPB001211C 14.62 1.56e-ll 79-97 


821 


IPB001354 


Mandelate racemase/muconate 
lactonizing enzyme family 


IPB001354C 32.55 1.00e-24 210-251 
IPB001354D 32.92 2.07e-18 281-326 
IPB001354B 18.16 3.91e-18 87-113 
IPB001354E 9.47 6.23e-09 370-382 


822 


IPB002164 


Nucleosome assembly protein (NAP) 


IPB002164B 25.75 1.00e-36 102-138 
IPB002164A 24.21 6.40e-34 21-58 
IPB002164C 11.48 6.68e-21 151-170 


822 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 5.27e-13 285-309 
IPB000135D2.13 1.41e-ll 286-310 
IPB000135D2.13 1.82e-ll 283-307 
IPB000135D2.13 3.76e-ll 289-313 
IPB000135D2.13 3.97e-ll 287-311 
IPB000135D 2.13 4.27e-ll 288-312 
IPB002164D 9.19 7.65e-ll 232-242 
IPB000135D2.13 1.68e- 10 282-306 
IPB000135D 2.13 4.03e-10 281-305 
IPB000135D 2.13 4.91e-10 284-308 


822 


IPB001580 


Calreticulin family 


IPB001580F 2.93 2.35e-09 300-309 
IPB000135D 2.13 2.64e-09 280-304 
IPB000135D 2.13 6.27e-09 291-315 
IPB000135D 2.13 7.27e-09 292-316 
IPB000135D 2.13 7.55e-09 279-303 
IPB000135D 2.13 8.91e-09 290-314 


822 


EPB001326 


Elongation factor 1 beta/betaVdelta 
chain 


IPB001326C 9.19 9.16e-09 286-301 


823 


IPB000222 


Protein phosphatase 2C subfamily 


IPB000222F 19.87 4.94e-15 256-276 
IPB000222E 14.28 6.33e-15 228-246 
IPB000222G 9.17 1.95e~12 282-295 
IPB000222C 6.84 2.08e-12 147-156 
IPB000222H 9.33 7.97e-12 318-330 
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IPB000222B 15.80 2.86e-10 1 15-125 
lrBUv\)z2ZD 11.74 2./4e-09 loo-zUJ 
IPB000222I 8.91 4.72e-09 379-388 


824 


IPB001007 


"von Willebrand factor, type C 
repeat" 


niDftAi aatd in evy i nn~ no 101 iao 

1PB001007B 10.03 1.00e-08 183-192 


825 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 59-75 


825 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 1-12 
PR00245D 9.34 1.53e-13 119-128 
PR00245E 8.96 6.81e-12 166-177 
PR00245B 13.73 1.00e-10 12-24 
IPB000276D 9.403.08e-09 165-181 


825 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 82-105 
PR00237G 19.23 1.00e-08 155-181 


826 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 173-189 


826 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 117-128 
PR00245D 9.34 1.53e-13 233-242 
PR00245E 8.96 6.81e-12 280-291 
PR00245A 10.98 7. 14e- 12 91-102 
PR00245B 13.73 8.14e-10 128-140 


826 


PR00237 


Rhodopsin-like GPCR superfamily 
signature 111 


PR00237C 14.77 2.02e-09 103-125 
IPB000276D 9.40 3.08e-09 279-295 
PR00237E 13.03 3.83e-09 196-219 


826 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 50-62 


826 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 54-65 
PR00237G 19.23 1.00e-08 269-295 


827 


1PB001169 


"Integrin beta, C-terminus" 


IPB001 169J 7.42 4.63e-10 40-53 


827 


PR01186 


Integrin beta subunit signature XI 


PR01 186K 7.39 7.27e-10 40-53 
IPB001169K 27.45 5.50e-09 42-84 
PR01 186K 7.39 9.75e-09 6-19 


828 


1PB000198 


RhoGAP domain 


IPB000198C 16.49 1.28e- 10 226-243 


829 


IPB000859 


CUB domain 


IPB000859 19.99 7.00e-23 10-45 


830 


IPB000859 


CUB domain 


IPB000859 19.99 7.00e-23 1^45 


831 


PR00193 


Myosin heavy chain signature HI 


PR00193C 11.66 9.77e-24 177-204 


831 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB0O0857C 10.82 4.84e-19 175-197 
PR00193B 12.36 6.81e-18 125-150 
IPB000857D 12.93 8.28e-18 204-242 
PR00193A 14.87 8.50e-12 65-84 
IPB000857A 15.90 5.58e-ll 42-95 
1PB000857B 11.35 1.00e-10 106-152 




PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 127-142 


832 


PR00193 


Myosin heavy chain signature IQ 


PR00193C 11.66 9.77e~24 177-204 


832 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB0O0857C 10.82 4 : 84e-19 175-197 
PR00193B 12.36 6.81e-18 125-150 
IPB000857D 12.93 8.28e-18 204-242 

mriAAAnr'm r\ >-» i A *-t tn <\no 1 J) •* 

IPB000857E 25.07 1.47e-12 288-341 

nnnn t rvr a t A o*T 0 crt_ 1 ^ f c OA 

PR00193A 14.87 8.50e-12 65-84 

IPTWWIRV7A 1 5 Ofl ^ SRf»_1 1 A9-Q^ 
Ix OUl/l/OJ / A I J.yV J.jOc-1 1 **Z->-> 

1PB000857B 11.35 1.00e-10 106-152 


832 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 127-142 
IPB000857F 15.97 6.50e-09 365-397 


834 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 2.86e-18 143-183 


834 


IPB000716 


Thyroglobulin type-1 repeat 


IPB000716C 17.62 2.88e-18 336-354 
IPB000716D 15.49 7.16e-l5 358-372 


834 


IPB001999 


Osteonectin domain 


IPB001999E 15.70 7.99e-ll 272-318 


835 


IPB001323 


Eiythropoietin/thrombopoeitin 


IPB001323A 17.37 8.31e-l0 515-547 
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835 


PR00251 


Bacterial opsin signature I 


PR00251A 13.93 9.75e- 10 515-534 


835 


PR00807 


Pollen allergen Amb family signature 
I 


PR00807A 16.15 7.4 le-09 459-476 


836 


IPB001323 


Erythropoietiri/thrombopoeitin 


Ir dUU 1 3Zo A I /.37 o.31e-lU Mj-j4/ 


836 


PR00251 


Bacterial opsin signature 1 


TVD AAOC 1 A 1*3 CV> A 7C„ 1 A rtC CIA 

PR00ZMA 13.93 9.75e-l 0 5 13-534 


836 


nnnAD/vr 

PR00807 


Pollen allergen Amb family signature 
I 


rKOUoU/A 10.13 /.4le-Uy 43y-4/0 


838 


IPB000483 


Leucine rich repeat Oterminal 
domain 


IPB000483 11.18 5.50e-13 359-373 


838 


PR00019 


Leucine-rich repeat signature I 


PR00019A 1 1.72 9.33e-10 278-291 
PR00019A 1 1.72 9.33e-10 327-340 
PR00019B 11.42 6.73e-09 179-192 

RTIAAA1 A A 1 1 f AT« AO 1 OO 1 AC 

PR00019A 11.72 7.27e-09 182-195 


840 


IPB000243 


Proteasome B-type subunit 


IPB000243C 13.61 8.80e-09 345-355 


841 


IPB002889 


WSC domain 


IPB002889B 11.76 9.36e-ll 527-573 


841 


PR01217 


Proline rich extensin signature V 


PR01217E 3.04 2.99e-10 534-550 
PR01217B 4.82 5.65&-10 533-549 
PR01217D 4.57 7.86e-10 529-550 


841 


IPB000906 


ZU5 domain 


IPB000906A 22.49 8.91&-10 158-200 
PR01217C 4.49 4.80e-09 538-550 
IPB000906E 22.11 4.83e~09 162-202 
PR01217G 4.02 5.03e-09 529-554 


841 


PR01415 


Ankyrin repeat signature II 


PR01415B 10.23 5.88e-09 177-189 
PR01415A 12.73 8.00e-09 165-177 
PR01415A 12.73 8.75e-09 131-143 


841 


IPB000925 


Pneumovirus attachment 
glycoprotein G 


1PB000925D 14.69 9.33e~09 404-426 
PR01217A 5.97 9.62e-09 539-551 


842 


IPB000416 


Outer Capsid protein VP4 
(Hemagglutinin) 


IPB000416P 15.37 7.40e-09 185-223 


843 


IPB000416 


Outer Capsid protein VP4 
(Hemagglutinin) 


IPB000416P 15.37 7.00e-09 185-223 


844 


1PB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 7.11e-09 354-376 


845 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 833-848 
IPB000998B 17.20 1.62e-ll 761-773 


845 


PR00020 


MAM domain signature I 


PR00020A 20.48 3.62e-ll 759-777 
PR00020C I2.01 8.l2e-l0 832-843 

T nnAAAAAOF* tO CC A /Tl- 1 A (7 AO AA1 

1Pd0u099oU lo.oo 9.ole-10 oyo-yZl 


845 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


TntiAAOAA^ a n f 1 'i 1 1 _ aa inc. 
IPB003006A 17.51 7.11e-09 334-376 


845 


PR00096 


Glutamine amidotransferase 
superfamily signature III 


nnAAAA^r* i c oc a <>o» a a a a c /4t 

PR00096C 15.85 9.28e-09 534-547 


846 


IPB003160 


p53-associated protein (MDM2) 


IPB003160A 14.23 8.01e-09 82-129 


847 


IPB002642 


Lysophospholipase catalytic domain 


Tnr»A/V»^ilOD 11 Oil A oo» 1C 1 IOjI 1 1 CO 

IPB002642B 11.84 4.38e-15 1134-1158 

mn ruv^CA OA 1 O M 1 JCA*% 1111 AiC 1111 

JLrBUUZo4ZA io.3 / l.oVe-13 llUo-1131 


847 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.67e-12 839-852 

TT»t> AAO CA^f 1 A 1 1 /C T>n 1 A 1 /IOO 1 A "1^1 

lrB002642Cj 34.11 o.7Ze-lU 142^-1477 


CAT 
54/ 


lr Jt5UUUUuo 


. 

C2 domain 


ix •DUUUUUOl^ aVj.O 1 a.THJ"U7 O IZ-oj 1 


848 


IPB002642 


Lysophospholipase catalytic domain 


IPB002642B 11.84 4.38e-15 383-407 
IPB002642A 18.37 1.69e-13 355-380 


848 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.67e-12 88-101 
IPB002642G 34.11 6.72e-10 678-726 
IPB002642E 18.19 6.91e-10 509-534 


848 


IPB000008 


C2 domain 


IPB000008C 23.37 2.44e-09 61-100 


851 


IPB003006 


Immunoglobulin and major 
histocompatibihty complex domain 


IPB003006B 20.23 1.43e-13 203-240 


851 


IPB003531 


Short hematopoietm receptor family 


IPB003531C 15.87 9.38e-ll 449-466 
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1 


IPB003006B 20.23 6.54e-09 81-118 


852 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 199-236 


852 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 445-462 
IPB003006B 20.23 6.54e-09 77-114 


854 


IPB000008 


C2 domain 


IPB000008C 23.37 7.94e-25 306-345 
PB000008C 23.37 U7e~16 173-212 


854 


PR00360 


C2 domain signature II 


PR00360B 11.64 8.20e-14 200-213 
PR00360A 15.18 1.60e-13 304-316 


854 


PR00399 


Synaptotagmin signature II 


PR00399B 14.30 1.69e-l 2 291-304 
IPB000008D 14.83 3.45e-ll 229-247 
IPB000008D 14.83 3.86e-ll 361-379 
PR00360B 1 1.64 5.94e-l 1 333-346 
PR00399A 15.05 6.40e-ll 145-160 
PR00360A 15.18 8.36e-ll 173-185 
PR00399C 15.89 4.98e-10 348-363 
PR00399D 12.72 6.33e-10 368-378 
IPB000008C 23.37 9.76e-10 175-214 
PR00399B 14.30 6.57e-09 160-173 
PR00399A 15.05 8.65e-09 276-291 


854 


IPB002618 


UTP— glucose- 1 -phosphate 
uridylyltransferase 


IPB002618D 29.24 9.88e-09 182-224 


855 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.78e-14 141-179 
IPB002870E 1 1.90 4.67e-14 391-403 
IPB002870F 18.81 7.00e-13 432-456 
IPB002870D 16.31 6.62e-12 360-375 


855 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.40e-ll 336-376 


855 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 5.15e-Il 389-399 


855 


PR00480 


Astacin family signature II 


PR00480B 14.35 4.54e-10 38*402 


855 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 4.71e-10 953-970 
PR01 303D 10.57 2.75e-09 833-850 


855 


IPB001670 


Iron-containing alcohol 
dehydrogenase 


IPB001670D 13.90 5.50e-09 157-172 
IPB002870C 11.01 5.68e-09 317-327 
PR01303D 10.57 6.38e-09 552-569 


855 


IPB001862 


Membrane attack complex 
components/peiforin/complement C9 


IPB001862A 12.54 6.66e-09 540-555 


856 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952A 6.70 8.00e-09 14-28 


857 


PR00833 


Pollen allergen Poa pi signature VTII 


PR00833H 2.61 4.1 le-09 58-72 


857 


1PB002989 


Mycobacterial pentapeptide repeats 


IPB002989C 13.82 8.67e-09 48-87 


858 


PR00833 


Pollen allergen Poa pi signature VIII 


PR00833H 2.61 4.11e-09 51-65 


859 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.26e-26 254-306 


859 


IPB0OO885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 6.77e-24 265-318 
IPB000885B 19.15 9.30e-24 247-300 
IPB000885B 19.15 1.42e-23 244-297 
IPB001442A 26. 12 5.96e-23 257-309 
IPB001442A 26.12 8.83e-23 266-318 
IPB001442A 26.12 8.96e-23 239-291 
IPB000885B 19.15 9.45 


859 


PR01408 


Macrophage scavenger receptor 
signature VTII 


PR01408H 14.32 5.76e-16 227-246 


859 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 333-349 
IPB001442A 26.12 8.12e-16 272-324 
IPB000885A 11.46 4.16e-15 255-292 
IPB000885B 19.15 5.76e-15 274-327 
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IPB000885A 1 1.46 5.86e-15 270-307 
IPB001442A 26.12 7.88e-15 230-282 
IPB000885A 11.46 2.87e-14 276-313 
IPB000885B 19.15 3.43e-14 229-282 
IPB000885B 19.15 4.13&-14 277-330 
IPB000885A 11.46 5.44e-14 243-280 
IPB000885A 11.46 7.78e-14 285-322 
IPB000885B 19.15 7.88e-14 280-333 


859 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 263-297 
IPB000885B 19.15 5.21e-13 226-279 
IPB001073A 22.14 5.79e-13 269-303 
PR00258B 7.94 8.42e-13 352-363 
IPB001442B 12.38 9.00e-13 270-290 
IPB001442A 26.12 9.16e-13 227-279 
IPB001073A 22.14 1.54e-l 


859 


IPB000817 


Prion protein 


IPB000817A 8.34 5.85e-10 244-286 
1PB001073A 22.14 6.80e-10 287-321 
IPB000817A 8.34 8.22e-10 247-289 
IPB001442B 12.38 8.46e- 10 246-266 
IPB000885A 1 1.46 9.32e-10 234-271 
1PB001442A 26.12 9.42e-10 284-336 
IPB000885A 11.46 9.61e-10 288-325 
IPB001442B 12.38 1.24e-09 264-284 
IPB001442A 26.12 1.63e-09 221-273 
IPB001073A 22.14 2.83e-09 251-285 
IPB001073A 22.14 3.53e-09 284-318 
IPB001442B 12.38 4.65e-09 291-311 
IPB001442B 12.38 4.77e-09 249-269 
IPB001073A 22.14 5.64e-09 278-312 
IPB000885A 11.46 5.87e-09 291-328 
IPB001442B 12.38 6.11e-09 273-293 
IPB001442B 12.38 6.84e-09 294-314 
IPB001073A 22. 14 7.61e-09 239-273 


860 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.26e-26 314-366 


860 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 307-360 
IPB000885B 19.15 6.77e-24 325-378 
IPB000885B 19.15 1.69e-23 304-357 
IPB001442A 26.12 5.96e-23 317-369 
IPB001442A 26.12 6.35e-23 299-351 
IPB001442A 26.12 8.83e-23 326-378 
IPB000885B 19.15 126 


860 


PR01408 


Macrophage scavenger receptor 
signature VIII 


PR01408H 14.32 5.76e- 16 287-306 


860 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-l6 393-409 
IPB001442A 26.12 8.12e-16 332-384 
EPB000885A 1 1.46 4.16e-15 315-352 
IPB000885B 19.15 5.76e-15 334-387 
IPB000885A 11.46 5.86e-15 330-367 
IPB000885B 19.15 7.35e-15 289-342 
IPB001442A 26.12 7.88e-15 290-342 
IPB000885A 11.46 2.87e-14 336-373 
IPB000885B 19.15 4.13e-14 337-390 
IPB000885A 11.46 5.91e-14 303-340 
IPB000885A 11.46 7.78e-14 345-382 
IPB000885B 19.15 7.88e-14 340-393 


860 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 323-357 
IPB000885B 19.15 5.70e-13 286-339 
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IPB001073A 22.14 5.79e-13 329-363 
IPB001442A 26.12 7.28e-13 287-339 
PR00258B 7.94 8.42e-13 412-423 
IPB001442B 12.38 9.00e-13 330-350 
IPB001073A22.14 1.54e-l 


860 


EPB000817 


Prion protein 


IPB000817A 8.34 5.65e-10 304-346 
IPB001073A 22.14 6.03e-10 311-345 
IPB001073A 22.14 6.80e-10 347-381 
PR00258C 9.05 7.15e-10 427-437 
PR00258D 14.29 8.06e-10 458-472 
PB000817A 8.34 8.42e-10 307-349 
IPB001442A 26.12 9.42e-10 344-396 
IPB000885A 11.46 9.61e-10 348-385 
IPB001073A 22.14 9.69e-10 299-333 
IPB000885B 19.15 9.83e-10 283-336 
1PB000885A 1 1.46 9.90e-10 294-331 
IPB001442B 12.38 1.24e-09 324-344 
IPB001442A 26.12 2.41e-09 281-333 
IPB001442B 12.38 2.70e-09 309-329 
IPB001073A 22. 14 3.53e-09 344-378 1 
IPB001442B 12.38 4.65e-09 351-371 
IPB001073A 22.14 5.64e-09 338-372 
IPB000885A 1 1.46 5.87e-09 351-388 
IPB001442B 12.38 6. 1 le-09 333-353 1 
IPB001442B 12.38 6.84e-09 354-374 
PR01408B 9.21 9.84e-09 58-83 


862 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.20e-22 222-247 
IPB000822 14.67 5.09e-21 306-331 
IPB000822 14.67 530e-20 474499 
IPB000822 14.67 7.00e-20 446-471 
IPB000822 14.67 3.25e-19 390-415 
IPB000822 14.67 4.00e-19 194-219 
IPB000822 14.67 7.00e-19 278-303 
IPB000822 14.67 4.46e-18 362-387 
IPB000822 14.67 6.l4e-17 250-275 
IPB000822 14.67 3.40e-16 418-443 
IPB000822 14.67 4.00e- 16 334-359 


862 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 415-428 
PR00048A 9.94 8.07e-13 21^-232 
PR00048A 9.94 3.12e-12 387-400 
PR00048A 9.94 4.71e-12 247-260 
PR00048A 9.94 4.71e-12 331-344 
PR00048B 5.52 7.00e-12 487-496 


862 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 7.04e-12 266-305 
PR00O48A 9.94 7.88e-12 499-512 
PR00048A 9.94 l,95e-ll 471-484 
PR00048A 9.94 4.32e-l 1 443-456 
PR00048B 5.52 5.50e-ll 319-328 
PR00048A 9.94 1.00e-10 191-204 
IPB001275 19.17 1.36e- 10 294-333 
IPB001275 19.17 1.49e- 10 350-389 
PR00048A 9.94 5.09e-10 303-316 
IPB001275 19.17 5.14e-10 378-417 


862 


EPB002817 


ThiC family 


IPB002817H 11.39 5.42e-10 217-232 
PR00048A 9.94 5.9le-10 359-372 
IPB001275 19.17 8.18e-10 182-221 
IPB001275 19.17 9.15e-10 322-361 
PR00048B 5.52 9.36e-10 375-384 
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IPB001275 19.17 9.39e-10 210-249 
IPB001275 19.17 9.39e-10 238-277 
PR00048B 5.52 2.00e-09 207-216 
IPB000822 14.67 2.13e~09 502-527 
PR00048B 5.52 2.50e-09 459-468 
IPB001275 19.17 2.71e-09 462-501 
PR00048B 5.52 3.00e-09 403-412 
IPB001275 19.17 3.62e-09 406-445 
PR00048A 9.94 438e-09 275-288 


862 


EPB000306 


"FYVE Zn-finger, 
rabpmlin/VPS27/FABl type" 


IPB000306 8.96 4.71e-09 218-230 
PR00048B 5.52 5.50e-09 291-300 
IPB000306 8.96 5.76e-09 498-510 
IPB000306 8.96 6.03 e-09 302-314 
PR00048B 5.52 7.00e-09 235-244 
IPB002817H 11.39 7.34&-09 301-316 
IPB001275 19.17 8.1 8e-09 434-473 


862 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.62e-09 243-277 


864 


IPB000571 


Zinc finger G-x8-C-x5-C-x3-H type 


IPB000571 11.41 6.54e-10 66-76 


864 


PR01218 


Pistil-specific extensin-like signature 
II 


PR01218B 8.47 9.12e-09 140-163 


865 


PR00320 


G protein beta WD-40 repeat 
signature II 


PR00320B 12.82 5.68e-10 225-239 
PR00320A 13.15 7.48e-l0 225-239 


865 


IPB001680 


G-protein beta WD-40 repeats 


IPB001680 10.43 4.15e-09 227-238 
PR00320C 12.32 9.67e-09 225-239 


867 


IPB000954 


Aminotransferase class-ID pyridoxal- 
phosphate 


IPB000954B 21.02 9.25e-25 291-330 
IPB000954A 20.25 7.12e-18 98-127 
IPB000954D 13.61 5.74e-l 7 377-395 
IPB000954C 12.88 9.44e-14 340-355 


868 


IPB000954 


Aminotransferase class-in pyridoxal- 
phosphate 


IPB000954B 21.02 9.25e-25 188-227 
IPB000954D 13.61 5.74e-17 274-292 
IPB000954C 12.88 9.44e-14 237-252 


869 


IPB001254 


"Serine proteases, trypsin family" 


IPB001254C 16.54 2.50e-17 270-289 


869 


IPB000177 


Apple domain 


IPB000177O 14.39 l.lle-15 267-295 
IPB001254A 9.98 6.14e-15 88-104 


869 


PR00722 


Chymotrypsin serine protease family 
(SI) signature III 


PR00722C 10.74 3.08e-14 236-248 
PR00722A 12.06 4.54e-14 89-104 
IPB001254B 15.01 7. 14e- 14 237-260 


869 


IPB000001 


(Cringle 


IPB000001D 11.31 7.56e-12 88-104 
IPB000001H 12.24 2.50e-ll 239-249 
IPB000177N 10.17 3.23e-ll 229-263 
IPB000177K 13.19 2.57e-10 90-122 
PR00722B 12.69 6.85e-10 145-159 


873 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 6.19e-15 343-390 


873 


PR00010 


Type II EGF-like signature I 


PR00010A 12.91 4.94e-13 46-57 


873 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.55e-13 541-556 
IPB001862F 29.39 8.07e-13 553-600 
IPB001862F 29.39 9.14e-13 515-562 
IPB001862F 29.39 3.07e-12 35-82 
IPB001862F 29.39 3.79e-12 73-120 
IPB001862F 29.39 4.10e-12 304-351 
IPB000152 8.86 6.04e-12 61-76 
IPB001862F 2939 8.45e-12 477-524 
IPB001862F 29.39 8.45e-12 1031-1078 
IPB000152 8.86 3.89e-l 1 137-152 
IPB001862F 29.39 4.00e-ll 153-200 
IPB000152 8.86 4.86e-l 1 179-194 | 
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IFB001862F 29.39 6.70e-ll 381-428 
rKUUUlUO O.ye 7.38e-ll 374-384 


873 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 7.63e-ll 137-148 
PR00010C 6.98 9.25e-ll 66-76 
IPB001862F 29.39 9.50e-ll 265-312 
PR00010A 12.91 1.00e-10 564-575 
IPB000152 8.86 1.84e-10 369-384 
PR00010A 12.91 2.38e-10 354-365 
IPB001862F 29.39 2.63e-10 111-158 
PR00010A 12.91 2.73e-10 488-499 


873 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 2.92e-10 170-190 


873 


IPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


IPB000033B 7.05 3.03e-10 374-384 
PR00764F 15.74 3.16e-10 52-72 
PR00764F 15.74 3.52e-10 321-341 
PR00010C 6.98 3.90e-10 546-556 
IPB001881B 12.28 4.00e-10 541-552 
IPB000152 8.86 4.66e-10 503-518 
IPB001881A 8.72 4.86e-10 280-289 
PR00010A 12.91 5.50e-10 122-133 


873 


IPB002899 


EB module 


IPB002899B 11.81 5.59e-10 243-255 
IPB000152 8.86 6.06e- 10 407-422 
IPB000033B 7.05 6.23e-10 296-306 
IPB000152 8.86 6.63e-10 291-306 
IPB001881A 8.72 7.43e-10 319-328 
IPB001881A 8.72 7.43e-10 530-539 
IPB001881A 8.72 8.07e-10 126-135 
IPB001881B 12.28 8.29e- 10 255-266 
IPB000152 8.86 8.31e-10 23-38 
PR00764F 15.74 8.44e-10 360-380 
PR00764F 15.74 8.44e-10 570-590 
IPB001881A 8.72 9.36e-10 168-177 
PR00764F 15.74 9.52e- 10 398^18 
IPB000152 8.86 9.72e-10 255-270 
PR00010C 6.98 1.00e-09 296-306 
IPB001881A 8.72 2.20e-09 1046-1055 


873 


PR0001I 


Type III EGF-like signature 11 


PR00011B 13.08 2.23e-09 63-81 
IPB001881B 12.28 2.57e-09 179-190 
LPB001881A 8.72 2.80e-09 358-367 


873 


IPB003884 


Factor I membrane attack complex 


IPB003884C 13.00 2.83e-09 572-590 


873 


IPB000561 


EGF-like domain 


IPB000561 4.89 2.93e-09 626-634 
PR00010C 6.98 3.63e-09 28-38 
IPB000561 4.89 4.21e-09 378-386 


873 


IPB00O359 


Cystine-knot domain 


IPB000359A 23.24 4.33e-09 70-94 
IPB000561 4.89 4.86e-09 108-116 
IPB000359A 23.24 4.91e-09 108-132 
PR00010C6.98 6.05e-09 184-194 
IPB001881A 8.72 6.40e-09 50-59 


873 


IPB000034 


Laminin B 


IPB000034C 12.97 6.49e-09 70-88 
PR00010A 12 91 7 27e-09 164-17S 
PR00010A 12.91 7.27e-09 315-326 


873 


IPB001886 


Laminin N- terminal (Domain VI) 


IPB001886C 24.54 7.40e-09 300-339 
IPB000561 4.89 7.43e-09 223-231 
IPB000561 4.89 7.43e-09 550-558 
PR00011D 12.12 7.81e-09 371-389 
IPB000152 8.86 8.11e-09 330-345 
IPB000359A 23.24 8.24e-09 512-536 


873 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 8.62e-09 75-120 
PR00010C 6.98 8.68e-09 412-422 
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PR00764F 15.74 9.20e-09 282-302 
IPB000033B 7.05 9.29e-09 546-556 
IPB001862F 29.39 9.36e-09 591-638 
IPB001881A 8.72 9.40e-09 568-577 
PR00764F 15.74 9.43e-09 532-552 
PR00010A 12.91 9.45e-09 526-537 
PR0001 ID 12.12 9.74e~09 25-43 
IPB000033B 7.05 1.00e-08 66-76 


874 


PR00960 


LmbP protein signature I 


PR00960A 10.63 4.67e-09 78-93 


875 


IPB000043 


S-adenosyl-L-homocysteine 
hydrolase 


IPB000043D 24.21 1.00e-40 235-289 
IPB000043E21.il 1.00^40 298-350 
IPB000043A 16.26 4.72e-33 119-156 
IPB000043H 17.16 1.72e-29 459-493 
IPB000043F 16.20 2.55e-24 351-377 
IPB000043G 18.51 3.25e-24 41 1-448 
IPB000043B 18.62 5.95e-23 158-191 
IPB000043G 18.51 7.16e-15 412-449 
EPB000043C 8.96 9.61e-15 202-216 


878 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 181-217 
IPB002181D 29.18 7.32e-15 243-283 
JDPB002181C 15.87 2.64e-10 222-234 


879 


IPB002181 


Fibrinogen beta and gamma chains 
C-terniinal globular domain 


IPB002181B 20.16 7.49e-24 181-217 
IPB002181D 29.18 7.32e-15 243-283 
IPB002181C 15.87 2.64e-10 222-234 


880 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 181-217 
IPB002181D 29.18 7.32e-15 243-283 
IPB002181C 15.87 2.64e-10 222-234 


883 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 325-364 
IPB002027C 19.67 2.74e-22 244-282 
IPB002027A 18.88 3.77e-16 47-75 
IPB002027B 12.67 7.97e-12 180-199 


QQA 

884 


LrUUUl / 12. 


Kinase associated domain 1 


IPB001772E 24.88 4.03e-10 620-659 


QQA 


TDDftAAOiCI 

IroOUUool 


PKN/rnopnilin/rnotelon rho-binarag 
repeat 


IPB000861D 13.61 7.34e-l0 97-133 


884 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 8.45e-09 99-133 


884 


IPB003527 


MAP kinase 


IPB003527D 21.53 9.15e-09 462-503 


885 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 34-58 


891 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.72e-10 103-140 


891 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 1.31e-09 155-169 
PR00049D 0.00 6.80e-09 156-170 


892 


PR00503 


Bromodomain signature IV 


PR00503D 19.24 3.57e-21 421-440 


892 


IPB001487 


Brornodomain 


IPB001487B 17.44 2. 13e-19 412-433 
PR00503B 10.44 4.37e-19 94-110 
IPB001487A 11.44 5.20e-19 95-113 
PR00503C 19.09 4.00e-17 110-128 
IPB001487A 11.44 9.53e-16 388-406 
rKUUjUJA 14.D / 4.00e-14 /©-91 
PR00503B 10.44 8.64e-14 387-403 


892 


IPB001359 


Synapsin 


IPB001359H 22.58 1.65e-13 752-802 
PR00503D 19.24 9.25e-13 128-147 
IPB001487B 17.44 1.58e-12 119-140 
PR00503C 19.09 6.70e-l 1 403-421 


892 


PR00049 


Wilm's tumour protein signature IV 


PRO0049D 0.00 8.87e-ll 755-769 
PR00049D 0.00 9.47e-ll 756-770 
IPB001359H 22.58 9.70e-ll 979-1029 


892 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 4.80e-10 966-984 
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892 


IPB003861 


E4 protein 


IPB003861B 9.06 4.86e-10 979-993 


892 


IPB001505 


M Cu(A) centre of cytochrome c 
oxidase, subunit II and nitrons oxide 
reductase" 


IPB001505B 15.93 5.94e-10 406-455 
PR00209B 4.73 6.90e-10 968-986 
IPB001359H 22.58 7.40e-10 753-803 


892 


PR01471 


Histamine H3 receptor signature V 


PR01471E 5.41 7.44e-10 765-780 
IPB001359H 22.58 7.77e-10 962-1012 
PR00209B 4.73 9.80e-10 752-770 
IPB001505A 18.04 1.17e-09 93-140 
PR00049D 0.00 2.22e-09 748-762 
IPB003861B 9.06 3.15e-09 763-777 
PR00049D 0.00 3.29e-09 972-986 
IPB001359H 22.58 3.88e-09 757-807 
PR01471E 5.41 4.03e-O9 981-996 
PR01471E 5.41 4.23e-09 1019-1034 
IPB003861B 9.06 4.52e-09 754-768 


coo 




Dishevelled specific domain 


IPB003351C 13.82 5.13e-09 485-524 
IPB001359H 22.58 5.19e-09 941-991 
PR01471E5.41 5.99e-09 755-770 
PR00503A 14.57 6.81e-09 371-384 
IPB001359H 22.58 7.03e-09 765-815 
BPB001359H 22.58 7.03e-O9 970-1020 


892 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 7.49e-09 239-260 


892 


PRO 1503 


Treacher Collins syndrome protein 
Treacle signature H 


PR01503B 3.77 7.64e-09 702-715 


892 


IPB000574 


Tymovirus coat protein 


IPB000574A 32.18 7.78e-09 254-301 


892 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.07e-09 255-267 
IPB001359H 22.58 8.25e-09 978-1028 
IPB001359H 22.58 8.51e-09 193-243 
IPB001359H 22.58 8.51e-09 745-795 
IPB001359H 22.58 9.04e-09 754-804 


892 


IPB001978 


Troponin 


IPB001978B 22.99 9.15e-09 530-561 
PR00209B 4.73 9.90e-09 758-776 




mnnni i i o 

1PB003112 


Olfactomedm-like domain 


IPB003112C 13.54 4.69e-33 343-383 
IPB003112E 16.12 5.24e-33 416-458 
1PB003112B 14.91 6.65e-27 269-320 
1PB003112D 17.44 9.58e-23 384-410 
IPB003112A 14.44 2.97e-13 230-245 


893 


PR01444 


Latrophihn receptor signature V 


PR01444E 11.17 7.70e-12 346-361 






Type III secretion system inner 
membrane Q protein family signature 

111 


PR00952C 21.25 Z04e-09 7-29 


893 


1PB002862 


Protein of unknown function DUF16 


IPB002862C 11.30 9.59e-09 80-102 






Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 4.12e-21 92-132 


894 


PR00290 


Kazal-type serine protease inhibitor 
signature I 


PR00290A 13.80 3.61e-12 92-102 


QQA 




Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.36e-10 390-427 


894 


PR00450 


Recoverin family signature III 


PR00450C 1 1.99 5.04e-09 182-203 


895 


IPB001511 


Aminotransferases class-I 


IPB001511B 11.54 3.14e-ll 177-191 


895 


PR00753 


1-aminocyclopropane-l-carboxylate 
synthase signature V 


PR00753E 10.09 9.22e-ll 171-195 
IPB001511C 12.45 9.07e-10 243-256 


896 


IPB001781 | 


LIM domain 


IPB001781 11.42 3.37e-12 102-112 
IPB001781 11.42 2.04e-10 173-183 
IPB001781 1 1.42 4.60e-09 43-53 
IPB001781 ll.42 7.90e-09 231-241 


896 


IPB003452 


Stem cell factor 


IPB003452C 13.68 9.29e-09 525-558 | 



WO 2004/080148 



PCT7US2003/030720 



386 
TABLE 3B 



897 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 512-553 


897 


IPB001772 


Kinase associated domain l 


IPB001772B 18.27 4.79e-24 409^54 


897 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 516-554 


897 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 518-567 


897 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 8.03e-15 491-543 


897 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.94e-15 586-623 
IPB001772E 24.88 2.25e-14 574-613 
IPB000961B 17.79 2.37e-14 412-443 
IPB001245A 22.45 6.88e-14 460-500 
IPB000961A 16.82 7.75e-14 355-389 
IPB001772C 20.66 9.62e-14 455-485 
IPB001772D 21.67 4.73e-13 523-562 
IPB000959B 15.68 3.18e-ll 444-484 
IPB001772A 13.64 5.22e-ll 353-384 
IPB003527D 21.53 6.02e-l 1 509-550 
IPB000861E 16.40 9.36e-ll 399-444 




lriJUUUOyj 


PAK-box /P2 1 -Rho-binding 


IPB000095F 16.47 9.65e-10 520-574 
IPB003527C 14.70 2.54e-09 452-500 
IPB000861D 13.61 2.99e-09 353-389 
LPB00U961C 15.48 3.45e-09 467-501 


897 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 1 1.07 3.81e-09 467-485 
IPB000959D 27.01 5.31e-09 567-619 
IPB000959A 7.12 7.62e-09 356-368 


898 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 699-740 


898 


IPB001772 


Kinase associated domain 1 


IPB001772B 18.27 4.79e-24 596-641 


898 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 703-741 


898 


IPB000861 


PKWrhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 705-754 


898 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 8.03e-15 678-730 


898 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.94e-15 773-810 
IPB001772E 24.88 2.25e-14 761-800 
IPB000961B 17.79 2.37e-14 599-630 
IPB001245A 22.45 6.88e-14 647-687 
IPB000961 A 16.82 7.75e-14 542-576 
IPB001772C 20.66 9.62e-14 642-672 
1PB001772D 21.67 4.73e-13 710-749 


898 


IPB003533 


Doublecortin 


IPB003533F 11.80 5.30e-12 161-194 
IPB000959B 15.68 3.18e-ll 631-671 
IPB001772A 13.64 5.22e-ll 540-571 
IPB003527D 21.53 6.02e-ll 696-737 
IPB000861E 16.40 9.36e-ll 586-631 






PAK-box /P21-Rnc-binding 


IPB000095F 16.47 9.65e-10 707-761 
IPB003527C 14.70 2.54e-09 639-687 
1PB000861D 13.61 2.99e-09 540-576 
IPB000961C 15.48 3.45e-09 654-688 


898 


PR00109 


Tyrosine kinase catalytic domain 
signature 11 


PR00109B 1 1.07 3.81e-09 654-672 

IPB000959A 7.12 7.62e-09 543-555 
IPB003533E 7.28 8.25e-09 105-144 


900 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.00e-26 131-165 
IPB001073A 22.14 4.48e-20 85-119 ! 


900 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 9.63e-20 54-107 


900 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 4.27e-19 55-107 
IPB000885B 19.15 7.48e-19 60-113 
IPB000885A 11.46 1.97e-18 62-99 
IPB000885A 11.46 2.94e-18 68-105 
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900 


PR00007 


Complement C1Q domain signature 

m 


PR00007C 16.13 3.67e-18 199-220 
IPB001442A 26.12 l.lle-17 64-116 
PR00007A 20.64 1.84e-17 124-150 
IPB001442A 26.12 1.87e-17 70-122 
IPB000885B 19.15 5.39e-17 57-110 
IPB000885A 11.46 6.96e-17 65-102 
EPB000885B 19.15 8.87e-17 51- ! 


900 


IPB000817 


Prion protein 


IPB000817A 8.34 3.27e-09 51-93 
IPB000885A 11.46 3.66e-09 19-56 
IPB001442A 26.12 4.13e-09 12-64 
IPB000885B 19.15 4.19e-09 26-79 
IPB000885A 11.46 4.77e-09 86-123 
IPB001442A 26.12 4.83e-09 24-76 
IPB001442B 12.38 5.99e-09 37-57 
IPB001442A 26.12 6.17e-09 21-73 
IPB000885B 19.15 7.55e-09 36-89 
IPB001442B 12.38 7.57e-09 71-91 
IPB001442A 26.12 8.36e-09 9-61 
IPB001442B 12.38 8.54e-09 89-109 
IPB001073A 22.14 8.59e-09 30-64 
IPB000885B 19.15 8.69e-09 78-131 
IPB001442B 12.38 9.64e-09 74-94 


901 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074A 11.45 9.84e-09 7-24 


902 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 407-448 


902 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 427-445 


902 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 8.67e-ll 183-207 
IPB000135D2.13 2.96e-10 184-208 


902 


1PB001580 


CalreticuJin family 


IPB001580F 2.93 4.94e-10 189-198 
IPB001580F2.93 4.94e-10 190-199 
IPB001580F2.93 4.94e-10 191-200 
IPB002360C 15.36 5.93e-10 416-457 
IPB000135D 2.13 7.46e-10 186-210 
IPB000135D 2.13 7.46e-10 187-211 
IPB000135D 2.13 9.22e-10 185-209 
IPB002360C 15.36 2.50e-09 396-437 
IPB002360C 15.36 2.50e-09 415-456 
IPB000135D 2.13 3.55e-09 182-206 
IPB000135D 2.13 4.27e-09 188-212 
IPB000135D 2. 13 4.91e-09 181-205 






: 

Synapsin 


IPB001359H 22.58 5. 19e-09 421-471 
IPB002360C 15.36 5.20e-09 404-445 


on? 


Jx JjUUl'fZZ 


in euromoaui in (UAr^jj 


IPB001422C 16.82 5.61e-09 184-219 
IPB002360C 15.36 5.70e-09 413-454 
EPB002360C 15.36 6.10e-09 389-430 


902 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 382^32 
IPB002360C 15.36 8.80e-09 419-460 


905 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 5.50e-13 37-51 


905 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 9.33e-10 5-18 


906 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-H 55-92 


908 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 1041-1067 i 
PR00457D 18.35 1.53e-20 1016-1036 
PR00457C 18.81 9.42e-15 998-1016 
PR00457G 14.17 4.48e-14 1221-1241 
PR00457H 14.82 5.85e-13 1292-1306 
PR00457F 14.42 6.32e-12 1094-1104 
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908 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 156-170 
PR00457B 12.43 2.29e-10 846-861 


908 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


EPB003006B 20.23 2.80e-10 352-389 
IPB003006B 20.23 8.92e-10 448-485 
IPB003006B 20.23 9.28e-10 259-296 


909 


PR00457 


Animal haem peroxidase signature V 


PR00457B 19.97 8.45e-24 1072-1098 
PR00457D 18.35 1.53e-20 1047-1067 
PR00457C 18.81 9.42e-15 1029-1047 
PR00457G 14.17 4.48e-14 1252-1272 
PR00457H 14.82 5.85e-13 1323-1337 
PR00457F 14.42 6.32e-l 2 1125-1135 


909 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 187-201 
PR00457B 12.43 2.29e-10 877-892 


909 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 383-420 
IPB003006B 20.23 8. 92e- 10 479-516 
DPB003006B 20.23 9.28e-10 290-327 


910 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 934-960 
PR00457D 18.35 1.53e-20 909-929 
PR00457C 18.81 9.42e-15 891-909 
PR00457G 14.17 4.48e-14 1114-1134 
PR00457H 14.82 5.85e-13 1 185-1 199 
PR00457F 14.42 6.32e-12 987-997 
PR00457B 12.43 2.29e-10 739-754 


910 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 329-366 
IPB003006B 20.23 8.92e- 10 425-462 
IPB003006B 20.23 9.28e-10 236-273 


910 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 6.73e-09 73-86 


911 


PR00010 


Type II EGF-like signature I 


PR00010A 12.91 7.75e-13 43-54 


911 


IPB001862 


Membrane attack complex 
components/pcrforiri/cornplement C9 


IPB001862F 29.39 5.45e-12 925-972 
IPB001862F 29.39 7.21e-12 559-606 


911 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.48e-12 117-132 
PR00010A 12.91 1.00e-ll 102-113 
PR00010A 12.91 4.27e~ll 168-179 


911 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.00e-ll 88-96 
IPB001862F 29.39 8.70e-ll 846-893 


911 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 2.71e-l0 843-867 
PR00010C 6.98 3.61e-10 122-132 


911 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881 A 8.72 4.21e-10 574-583 
IPB000152 8.86 4.66e-10 183-198 
IPB000561 4.894.75e-10 126-134 
IPB001881A 8.72 6.79e- 10 940-949 
PR00010C 6.98 7.10e-10 877-887 
PR00010C 6.98 7.68e-10 230-240 
PR00010C 6.98 1.22e-09 590-600 


911 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 1.34e-09 942-962 
IPB001881B 12.28 1.78e-09 183-194 
PR00764F 15.74 3.28e-09 576-596 
LPBG00359A 23.24 3.35e-09 88-112 
IPB000561 4.894.21c-09 881-889 
IPB000152 8.86 4.79e~09 834-849 
IPB001862F 29.39 6.23e-09 91-138 
IPB001881A 8.72 7.00e-09 106-115 
IPB001881B 12.28 7.65e-09 117-128 
PR00010C 6.98 7.80e-09 84-94 


911 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 8.34e-09 877-887 
IPB000152 8.86 8.58e-09 872-887 


911 


IPB003884 


Factor I membrane attack complex 


BPB003884F 16.26 8.71e-09 177-192 
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913 


IPB002151 


Kinesin light chain repeat 


IPB002151B 14.23 8.01e- 10 240-292 


913 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58Q 


IPB000421A 21.21 7.85e-09 43-62 


913 


IPB002360 


Involucrin 


IPB002360C 15.36 8.00e-09 373-414 


914 


IPB003117 


Regulatory subunit of type II PKA R- 
subunit 


IPB003117C 17.01 1.00e-40 147-187 
IPB003117D 18.87 1.00e-40 198-238 
BPB003117G 17.45 8.50e-33 341-375 
IPB0031 17A 22.23 5.50e-26 24-56 
IPB003117E 18.84 5.85e-23 287-315 


914 


DPB000595 


Cyclic nucleotide-binding domain 


IPB000595C 23.31 6.82e-21 321-346 


914 


PR00103 


cAMP-dependent protein kinase 
signature II 


PR00103B 10.32 7.00e-18 173-187 
IPB000595B 15.72 7.50e-18 279-302 
IPB003117F 17.26 1.00e-17 323-337 
IPB000595B 15.72 4.43e-16 161-184 
PR00103A 9.07 7.75e-16 158-172 
IPB003117C 17.01 2.96e-15 265-305 
IPB003117D 18.87 4.14e-15 322-362 
PR00103E 12.91 5.91e-14 355-367 
PR00103D 10.18 2.93e-13 334-345 
IPB000595C 23.31 4.60e-13 197-222 
PR00103C 13.28 1.84e-U 322-331 
PR00103D 10.18 2.98e-10 210-221 
IPB003117E 18.84 3.57e-10 157-185 
IPB003117E 18.84 5.43e-10 275-303 
IPB003U7F 17.26 1.50e-09 199-213 
PR00103A 9.07 8.1 le-09 276-290 


915 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 4.94e-09 602-61 1 


916 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 521-563 
IPB000907G 22.23 1.87e-34 371-413 
IPB000907F 21.29 1.00e-28 338-370 
IPB0009071 27.52 9.79e-28 460-513 


916 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.4 le-22 418-440 


916 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 373-393 
IPB000907C 16.097.17e-21 221-247 
IPB000907E 15.16 1.00e-18 296-320 
PR00467E 9.17 2.10e-17 293-312 
PR00467D 17.16 9.57e-17 196-217 
IPB000907D 18.70 2.67e-16 262-289 
PR00087A 20.06 3.52e-t5 335-352 
PR00087B 13.69 5.11e-15 353-370 
IPB000907B 14.10 2.50e-13 160-175 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 434-450 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-ll 576-593 
IPB000907A 16.20 4.21e-10 94-103 
PR00467C 9.34 7.65e-10 134-148 


917 


IPB000907 


Lipoxygenase 


IPB000907C 16.09 7.17e-21 194-220 
IPB000907E 15.16 1.00e-18 269-293 


917 


PR00467 


Mammalian lipoxygenase signature 
V 


PR00467E 9.17 2.10e-17 266-285 
PR00467D 17.16 9.57e-17 169-190 
IPB000907D 18.70 2.67e-16 235-262 
IPB000907B 14.10 2.50e-l3 131-146 
PR00467A 8.38 3.29e-13 11-28 
PR00467B 14.98 5.8 8e- 12 57-76 
IPB000907A 16.20 4.21M0 94-103 
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918 


IPB000907 


Lipoxygenase 


IPB000907C 16.09 7.17e-21 223-249 
IPB000907E 15.16 1.00e-18 298-322 | 


918 


PR00467 


Mammalian lipoxygenase signature 
V 


PR00467E 9.17 2.10e-17 295-314 
PR00467D 17.16 9.57e-17 198-219 
IPB000907D 18.70 2.67e-16 264-291 
IPB000907B 14.10 2.50e-13 160-175 
PR00467A 8.38 3.29e-13 11-28 
PR00467B 14.98 5.88e-12 57-76 
IPB000907A 16.20 4.21e-10 94-103 
PR00467C 9.34 7.65e-10 134-148 


927 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 1.71e-31 37-79 
IPB001774D 19.23 3.32e-25 83-129 


927 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.57e-12 39-57 


927 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 1.00e-10 189-204 
IPB001774C 18.25 2. 15e-10 68-110 


927 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 3.90e-10 113-123 


927 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 4.86e-10 160-184 


927 


IPB000034 


LamininB 


IPB000034C 12.97 6.42e-10 236-254 
PR00011B 13.08 7.88e-10 39-57 


927 


IPB000561 


EGF-like domain 


1PB000561 4.89 9.25e-10 46-54 


927 


IPB001886 


Laminin N-terrninal (Domain VI) 


IPB001886E 10.90 9.67e-10 44-60 
PR00010A 12.91 1.27e-09 174-185 
PR00010C 6.98 2.54e-09 194-204 


927 


DPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 2.65e-09 201-248 
IPB000152 8.86 6.21e-09 108-123 
PR00011A 14.05 6.88e-09 39-57 


927 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.79e-09 252-277 
IPB001862F 29.39 8.53e-09 163-210 
IPB000034A 22.21 9.00e-09 96-131 
IPB000152 8.86 9.29e-09 227-242 


927 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.65e-09 126-166 


928 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 7.80e-09 1-15 


930 


IPB001248 


"Permeases for cytosine/purines, 
uracil, thiamine, allantoin" 


IPB001248A 28.27 5.94e-10 238-273 


930 


IPB000390 


"Integral membrane protein, DUF7" 


IPB0OO390B 26.91 6.96e-l0 217-271 


931 


IPB001359 


Synapsin 


IPB001359H 22.58 9.63e-10 47-97 


932 


PR00336 


Lysosome-associated membrane 
glycoprotein signature IV 


PR00336D 10.26 5.99e-09 2-24 


933 


IPB002467 


"Methionine amine-peptidase, 
subfamily 1" 


IPB002467C 17.56 2.29e-30 169-197 
EPB002467B 12.68 2.50e-23 143-164 
IPB002467F 18.38 1.71e-21 299-329 


933 


PR00599 


Methionine aminopeptidase-1 
signature II 


PR0O599B 10.21 8.00e-17 173-189 
IPB002467D 14.78 5.50e-15 242-267 
PR00599A 11.84 9.63e-14 151-164 
IPB002467E 1 1.05 7.75e-12 275-287 
PR00599D 14.43 5.03e-10 273-285 
IPB002467A 15.75 2.87e-09 115-132 


933 


IPB001131 


Proline dipeptidase 


IPB001131D 11.56 5.18e-09 275-288 
IPB001131B 18.96 8.10e-09 173-194 


934 


IPB001463 


Sodium:alanine symporter family 


IPB001463A 16.70 5.87e-09 174-224 


938 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478A 11.55 5.09e-09 119-129 
IPB001478B 6.12 1.00e-08 137-146 


940 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 9.26e-09 307-328 


941 


EPB000998 


MAM domain 


IPB000998D 18.66 L96e-15 527-550 


941 


DPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 237-256 


941 


IPB000152 


Aspartic acid and asparagine 


IPB000I52 8.86 2.89e-14 110-125 
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nyuruxyiauon 5116 




941 


TPRftOIRKI 

ITDUVlOOl 


C*rx\f*ii\w\ Kin/linn T7#' iLf J - - - - * 

v^iciiim-oinaing Jtsor-iijce domain 


IPB001881B 12.28 5.00e-14 192-203 

fDDAAAIC^ O O f -1 An <n aa» a^a 

IroOOOiDZ 8.86 1.00e-13 237-252 
IPB000152 8.86 1.82e-13 192-207 

TDDHA1 OOI TJ 1 a An A rtr * a 1 1 rv 

IPB001881B 12.28 4.75e-l3 HO-121 


941 


TPB001774 


jLsciid. serrate iigaiKi 


rDX30A1 T7A 1 O a 10 1 a aa « 1 j 

IrBOOl //4C 18.25 9.13e-13 72-114 
iTpuuuyygjj i /.2Q I.00e-12 410-422 


941 


PR00020 


\/f A KA Hnmnin cionatiirr* T 
ivxnxvx uuixioiu aigualllic 1 


DTJAOrtOOA OA /fo o oo» 1 1 A no a^c 
Lr DVKixJyz? oK.* Io.Oj D.oOe-11 404-4 /y 

IPB001881B 12.28 8.58e-ll 237-248 


941 


PR00907 


TnromnoTnoHiinTi «si<?n!tti?r^ TI 


PunnofiTR 1 1 ^a *> /Ma_ 1 a i>m uca 

ri\WW/D XI. Z.44e-lU 144-100 


941 


1PB00O561 


EGF-like domain 


IPB000561 4.89 3.25e-10 81-89 


941 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 242-252 
IPB000033B 7.05 5.97e-09 197-207 


941 


IPB000167 


JL/cixyui ill 


IT1DAAA1 iC*7 A O C O *7 i A _ AA a a ji ^» j~ ■» 

IrtJOOOloVA 8.58 7.14e-09 324-351 


941 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 159-179 


942 


1TJDUW77U 


MAM domain 


IPB000998D 18.66 1.96e-15 532-555 


942 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 242-261 | 


942 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 115-130 




IDDAA1 QOI 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 197-208 
IPB000152 8.86 1.00e-13 242-257 
IPB000152 8.86 1.82e-13 197-212 
IPB001881B 12.28 4.75e-13 115-126 


942 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 77-119 
IPB000998B 17.20 l.OOe- 12 415^27 




rKUl/UZU 


MAM domain signature I 


PR00020A 20.48 2.88e-l 1 413-431 
IPB000998C 18.63 5.30e-ll 469-484 

TnDAAIOOin 1A aa a fO -l-i a A A apa 

IPB001881B 12.28 8.58e-ll 242-253 


942 


PR00907 

X I\UU7v / 


i uromoonioauiin signature ju 


PR00907B 1 1.50 2.44e-l0 149-165 


942 


XX U\J\J\J*J\J 1 


nur-iiKic Qomam 


IDDAAACf 1 A Of\ A A f 1 A O a <i ' 

IPB(K)0561 4.89 3.25e-10 86-94 


942 


1PB0O0O33 


"Low-density lipoprotein (ldl) 

rprpntnr Vtt/TTi rpnAtit" 
1 C^CpLUl j I VYIU TcpCoT 


IPB000033B 7.05 5.35e-10 247-257 


942 


PR01256 


Otxl transcription factor signature II 


PR01256B 5.92 2.01e-09 23-35 

IDnnAArmn i ac c n't ~ a a aaa a i a 

LPD000033B 7.05 5.97e-09 202-212 
rKVlZ^oiS D.yZ o.4oe-0if 24-36 


942 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 329-356 


942 


IPB003367 


' | 'h mm Krvcr\An rl i n tvrw> *t ron^ot 

A AAA UAAAlJlJ&}MJIHJAAl LypC J iCpCol 


lrBUU3Jo7A 11.78 9.79e-09 164-184 


943 


1PB002893 


iva i i^ixy ^iiiiv linger ^zjir i Qomain 


TDDAAOOAO l£io A fi _ i t f\a f 1 aa j 

UrB002893 16.28 4.52e-l7 986-1004 


943 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


943 


IPB0014R7 


DI UIllUUUITlalli 


IPB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 


943 


IPB002219 


xiiurDoi coicTlv uiacyi glycerol oinaing 
domain 


1FB002219B 12.53 5.14e-10 94-109 


943 


PR00503 


RrfttnnnnTTi n in CTCTnatii-r^ TT 

JJi UllIUUULLUllll olgllatUXC IX 


rKUUDUJo 10.44 7.3oe-09 177-193 


943 


IPB002889 


WSC domain 

TT U\y UVSAlAUAll 


ronnmoooA n on o n« aa too 
IrJoUOzooyu y.oy o.lZe-Oy 762-783 

IPB002889B 11.76 9.91e-09 744-790 


944 


IPB000313 


PWWP domain 


IPB00O313A 8.15 6.88e-15 276-290 1 


944 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-l3 202-223 
IPB00I487A 11.44 9.33e-12 178-196 


944 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 5.14e-10 94-109 


944 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 177-193 


945 


IPB002893 


MYND zinc finger (ZnF) domain j 


1PB002893 16.28 4.52e-17 1032-1050 


945 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


945 


IPB001487 


Bromodomain 


1PB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 
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945 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 5.14e-10 94-109 


945 


T1T> f\f\c tvy 

PR00503 


Bromodomain signature II 


rKOOjUib 10.44 7.3oe-Oy 1 1 l-\y5 


945 


IPB002889 


WSC domain 


IPB002889C 9.89 8.12e-09 762-783 

ITiDAAOOOnD 1 1 A A1- AA 1AA TOA 

1PB002889B 11.76 9.91e-09 744-7yU 


946 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 1037-10DD 


946 


LPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 281-295 


946 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 207-228 

mnnAi aoi k 11 a a a 101 0 OA 1 

IPB001487A 11.44 9.33e-12 183-201 


946 


IPB002219 


Phorbol esters/diacylglycerol bindmg 
domain 


IPB002219B 12.53 5. 14e-l 0 99-114 


946 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 182-198 


946 


IPB002889 


WSC domain 


IPB002889C 9.89 8.12e-09 767-788 
IPB002889B 1 1.76 9.91e-09 749-795 


950 


PR00169 


Potassium channel signature VII 


PR00169G 11.30 5.96e-ll 467-489 


950 


PR01333 


Two pore domain K+ channel 
signature I 


PR01333A 18.74 7.08e-10 479-507 
PR01333B 10.39 5.95e-09 482-491 


950 


PR00206 


Connexin signature VI 


PR00206F 15.67 6.01e-09 498-521 


951 


IPB001762 


Disintegrin 


EPB001762A 23.93 4.33e-23 441-481 


951 


1PB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.54e-20 114-152 


951 


PR00289 


Disintegrin signature I 
• 


PR00289A 14.29 1.16e-14 457-476 
IPB002870F 18.81 3. 03e- 14 385-409 
IPB002870E 1 1.90 2.46e-12 344-356 
IPB001762B 10.06 3.40e-12 488-498 
IPB001762A 23.93 9.20e-ll 409-449 


951 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.56e-10 342-352 


951 


PR00138 


Matrixin signature IV 


PR00138D 14.57 2.54e-10 342-367 
IPB002870D 16.31 4.77e-10 310-325 


951 


PR00480 


Astacin family signature II 


PR00480B 14.35 5.57e-l 0 337-355 


951 


PR00436 


InterIeukin-8 signature I 


PR00436A 15.20 7.43e-10 5-28 


951 


IPB001818 


Matrixin 


IPB001818D 14.91 1.72e-09 336-367 
PR00289B 1 1.74 3.80e-09 486-498 
IPB002870A 12.22 6.54e-09 68-84 


951 


PR01236 


Tumour necrosis factor beta 
(lymphotoxin-alpha) signature I 


PR01236A 4.92 7.49e-09 17-33 
IPB002870C 11.01 9.64e-09 278-288 


953 


IPB000906 


ZU5 domain 


IPB000906E 22. 1 1 5.55e-l 1 248-288 


953 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 251-263 
IPB000906D 23.89 6.59e-ll 316-370 
PR01415A 12.73 7.11e-ll 184-196 
PR01415A 12.73 7.43e-ll 152-164 
IPB000906F 35.93 5.85e-10 194-247 
PR01415B 10.23 5.88e-09 263-275 
IPB000906G 25.85 6.69e-09 330-378 


953 


PR00898 


Vasopressin V2 receptor signature II 


PR00898B 4.91 7.69e-09 46-60 
IPB000906A 22.49 7.84e-09 177-219 


954 


IPB000471 


"Interferon alpha, beta and delta 
family* 


IPB000471A 27.36 3.61e-32 45-98 


954 


PR00266 


Interferon alpha and beta subunit 
signature I 


PR00266A 13.41 9.59e-14 67-79 


955 


PR01136 


Gap junction alpha-6 protein (Cx45) 
signature I 


PR01 136A 6.68 5.05e-09 203-209 


956 


PR00081 


Glucose/ribitol dehydrogenase family 
signature VI 


PR00081F 13.94 5.50e-13 152-172 
PR00081A 10.07 5.67e-13 34-51 
PR00081B 8.91 5.66e-ll 108-119 


956 


PR01397 


"2,3-a^ydro-2,3-dihydroxybenzoate 
dehydrogenase signature VI" 


PR01397F 12.91 9.53e-ll 168-187 
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956 


PR00080 


Short-chain dehydrogenase/reductase 
(SDR) superfamily signature I 


PR00080A 7.98 3.73e-09 108-119 
FKQ1397A 13.33 4.65e-09 39-56 


958 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 7.55e-13 30-52 


958 


PR00885 


Bacterial general secretion pathway 
protein H signature II 


PR00885B 8.16 9.14e-10 394-408 i 


958 


PR01319 


Glial cell line-derived neurotrophic 
factor receptor alpha 3 signature I 


PR01319A 3.85 3.93&-09 10-22 


959 


IPB000215 


Serpins 


IPB000215D 15.35 7.00e-22 224-250 
IPB000215E 15.36 6.06e-18 305-329 
IPB000215C 13.90 4.75e-17 122-136 
IPB000215B 9.87 3.84e-12 95-107 


960 


DPB000215 


Serpins 


IPB000215D 15.35 7.00e-22 292-318 
IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
IPB000215C 13.90 5.82e-ll 190-204 


961 


IPB000215 


Serpins 


IPB000215D 15.35 7. 00e-22 292-318 
IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
IPB000215C 13.90 4.75e-17 190-204 
IPB000215B 9.87 3.84e-12 163-175 


962 


IPB000215 


Serpins 


IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
IPB000215C 13.90 4.75e-17 208-222 
IPB000215B 9.87 3.84e-12 181-193 


964 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 457-497 


964 


IPB002870 


Reprolysin family propeptide 


IPB002870F 18.81 2.35e- 19 402-426 
IPB002870E 1 1.90 3.37e-16 366-378 
IPB002870B 24.73 8.16e-16 145-183 


964 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.05e-14 789-813 


964 


PR00289 


Disintegrin signature I 


PR00289A 14.29 2.80e-l 3 473-492 
IPB000135D 2.13 6.08e-13 788-812 
IPB000135D 2.13 9.08e-13 785-809 
IPB000135D 2.13 2.30e-12 786-810 
EPB000135D 2.13 6.10e-12 787-811 
1PB0O0135D2.13 6.75e-12 790-814 


964 


IPB001580 


Calreticulin family 


IPB001580F2.93 5.50e-ll 794-803 
IPB002870A 12.22 8.80e-ll 100-116 
IPB000135D 2.13 3.64e-10 783-807 
1PB001762B 10.06 4.86e-10 504-514 
IPB001580F 2.93 4.94e-10 801-810 
IPB001580F 2.93 4.94e-10 802-811 
IPB000135D 2.13 6.09e-10 784-808 
IPB000135D 2.13 9.71e-10 782-806 
IPB002870D 16.31 9.71 e-10 332-347 
IPB001580F2.93 1.00e-09 798-807 


964 


IPB000130 


Neutral zinc metallopeptidases, 

yine-Hm diner rp<rir*n n 


IPB000130 5.86 1.86e-09 364-374 
pi?nn?R0R n 74 i R0ft_no<no_^i4 

rj\UUZ07D li./t 1.070-U7 J\JZrj l*f 

IPB002870C 11.01 3.l6e-09 300-310 


964 


IPB003191 


Guanylate-binding protein 


IPB003191N 9.33 3.37e-09 779-809 


964 


PR00480 


Astacin family signature II 


PR00480B 14.35 3. 45e-09 359-377 


964 


1PB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 4.49e-09 777-812 


965 


IPB000329 


Uteroglobin family 


IPB000329A 11.99 3.57e-10 1-16 


965 


PR00486 


Uteroglobin signature I 


PR00486A 6.53 9.03e-09 2-16 


966 


IPB00G407 


GDA1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15.11 5.50e-24 175-197 
IPB000407D 11.44 2.16e-14 216-229 
IPB000407B 8.75 3.86e-13 132-143 
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IPB000407F 16.53 3.89e-12 422-436 
IPB000407A 1 1.93 5.30e-12 56-67 

TDXiC\(\t\A/YTD 1 0 AO o OA— . 11 o >io oco 

IPB000407G 17.95 8.20&-11 455-469 


967 


IPB001073 


{"Yimnlpmpnt fin nrrrf*»Jr» 


IDDAAIATOD OA OO c TO— A^r 11A 

IrrJUUlU/oxJ ZU.oo 5.78e-23 96-130 

IPB001073CU3.074.50e-13 163-182 

TPRnfilfiT^A \a a cc-i-i >io na 
IrDVULK) / jf\ JLJ.. 14 O.DDe-U 4Z- /O 


967 


PR00007 


Complement C1Q domain signature 

n 


PR00007B 15.63 9.56e-13 116-135 

TDRftAI /WIT* 1 £A 1 AAa 11 1 AC OA>l 

lrL>\JyflK)/ou /.OU l.UUe-11 195-204 

PRA0ftfl7n 0 *> nn~ i i 101 oni 
xiviA/uu / u y.oo z.uue- 1 1 iy j-zu j 

PR00007C 16.13 7.38e-ll 163-184 

PR00007A 20.64 9.32e-10 89-1 15 


970 


IPB000721 


Gag gene protein p24 (core 
nucleocapsid protein) 


IPB000721E 14.33 1.57e-12 525-538 


970 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.09e-ll 206-243 
IPB003006A 17.51 1.00e-10 160-182 


970 


IPB001020 


Histidine phosphorylation site in HPr 
protein 


IPB001020B 19.38 4.53e-09 378-416 


971 


IPB001759 


Pentaxin family 


IPB001759D 18.25 4.67e-33 409-447 


0/71 


ppo/ibo*. 

rlvUUoJO 


Pentaxin signature V 


PR00895E 12.84 4.19e-18 417-436 
PR00895D 14.46 2.38e-17 397-416 
PR00895C 12.82 3.18e-17 370-388 
IPB001759C 13.49 4.30e-17 370-388 
IPB001759A 29.51 1.82e-14 113-147 
PR00895A 14.28 8.83e~13 305-319 
PR00895B 14.42 1.45e- 12 327-341 
IPB001759B 14.85 3.30e-ll 327-341 
IPB001759E 18.14 5.34e-l 1 459-473 
PR00895F 15.89 9.50e-ll 436-450 


973 


IPB002889 


WSC domain 


IPB002889B 11.76 5.15e-13 453-499 
IPB002889B 11.76 1.55e- 12 445-491 
IPB002889B 1 1 .76 4. 18e-12 458-504 


973 


IPB001871 


bZIP (Basic-leucine zipper) 
transcription factor family 


IPB001871 8.42 8.65e-12 633-645 
IPB002889B 11.76 8.79e-12 447-493 
IPB002889B 11.76 9.89e-12 440-486 
IPB002889B 11.76 2.59e- 11 439-485 
IPB002889B 11.76 4.49e-ll 441-487 

TDDAAOOOAT> 11 C 1 1 1 -l at a mr\ 

IPB002889B 11.76 5. 13e-ll 454-500 
IPB002889B 11.76 5.87e-ll 437-483 
IPB002889B 11.76 6.72e-ll 448-494 


973 


PR00043 


Jun transcription factor signature II | 


PR00O43B 8.71 8.92e-ll 633-649 


973 


PRO 1449 


iw^dici uin-acu vaieo. rjjv potassium 
channel alpha subunit signature VEQ 


PR01449H 2.34 9.85e-ll 468-483 
IPB002889B 11.76 2.19e-10 449-495 
IPB002889B 1 1 .76 2.58e-10 443-489 
IPB002889B 11.76 3. 87e- 10 456-502 
IPB002889B 1 1.76 4.46e-10 452-498 
IPB002889B 11.76 6.44e- 10 444-490 


973 


IPB002546 


Myogenic Basic domain 


IPB002546E 13.48 9.04e-10 464-481 
IPB002889B 11 76 94 le- 10 457-503 
IPB002889B 11.76 1.00e-09 461-507 
IPB002889B 11.76 1.28e-09 436-482 


973 


IPB000684 


Eukaryotic RNA polymerase II 
heptapeptide repeat 


IPB000684L 3.49 2.10e-09 445-487 
IPB002889C 9.89 2.21&-09 466-487 
PR01449H 2.34 2^0e-09 469-484 
PR01449H 2.34 2.50e-09 472-487 
PR01449H 2.34 2.59e-09 466-481 
PR01449H 2.34 2.59e-09 467-482 
PR01449H 2.34 3.03e-09 463478 
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IPB002889B 1 1.76 4.09e~09 438-484 
PR01449H 2.34 4.18e-09 461-476 
PR01449H 2.34 4.18e-09 464-479 
PR01449H 2.34 4.35e-09 473-488 
IPB002889B 1 1.76 4.47e-09 455-501 
PR01449H 2.34 4.53e-09 453-468 
PB002889B 11.76 5. 13e-09 442-488 
IPB002889B 11.76 5.31e-09 431-477 
IPB002546E 13.48 5. 50e-09 469-486 
IPB002889B 11.76 6.62e-09 463-509 
DPB002889B 11.76 7.19e-09 462-508 
IPB002889B 11.76 8.69e-09 450-496 
IPB000684L 3.49 8.83e-09 447-489 


077 


FDD Am I^O 


— — : ■ — ■ 

Synapsin 


IPB001359H 22.58 l.95e-15 545-595 


977 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 3.00e-13 2087-2112 
IPB000822 14.67 1.86e-ll 2476-2501 
IPB001359H 22.58 4.46e-ll 539-589 
IPB000822 14.67 5.29e-ll 2362-2387 
IPB000822 14.67 6.57e-ll 472-497 
IPB000822 14.67 8.71e-ll 2253-2278 


977 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 9.02e-ll 540-554 
PR00049D 0.00 9.17e-ll 541-555 


977 


IPB003861 


E4 protein 


IPB003861B 9.06 1.43e-l0 547-561 


GT7 

y/ / 


1PB002999 


Tudor domain 


EPB002999C 10.33 2.00e-10 546-555 
IPB000822 14.67 2.29e-10 110-135 
IPB001359H 22.58 2.67e-10 537-587 


977 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.45e-10 2473-2486 
IPB001359H 22.58 5.08e-10 551-601 
IPB001359H 22.58 5.36e-10 541-591 


977 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 6.94e-10 545-570 
IPB000822 14.67 1.00e-09 602-627 
PR00049D 0.00 2.98e-09 538-552 
PR00049D 0.00 3.29e-09 539-553 


977 


IPB002000 


Lysosome- associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 3.72e-09 192-205 
PR00049D 0.00 3.90e-09 543-557 


977 


IPB000413 


Integrins alpha chain 


IPB000413A 13.51 4.33e-09 1509-1519 j 
EPB001359H 22.58 4.41e-09 547-597 
PR00049D 0.00 4.81e-09 537-551 


977 


PR00021 


Small proline-rich protein signature I 


PR00021A 3.31 5.38e-09 538-550 
IPB000822 14.67 5.50e-09 1894-1919 
IPB000822 14.67 5.88e-09 1579-1604 
IPB001359H 22.58 5.89e-09 543-593 
PR00049D 0.00 6.03e-09 191-205 
IPB000822 14.67 6.62e-09 1662-1687 


977 


PR00239 


Molluscan rhodopsin C-terminal tail 
signature V 


PR00239E 1.29 6.97e-09 542-553 
IPB000822 14.67 7.00e-09 2053-2078 
IPB001359H 22.58 7.03e-09 546-596 
PR 00 048 R S S? 7 SOp-00 7100-9100 

A iVwlrtOD *J.JA, 1 . JVC u? Zi 1 \J\J Z, L \jy 

IPB002999B 7.50 7.55e-09 545-553 
IPB002999B 7.50 7.55e-09 546-554 
IPB000822 14.67 8.12e-09 21 16-2141 
IPB000822 14.67 8.50e-09 1267-1292 


977 


PR00776 


Hemoglobinase (C13) cysteine 
protease signature IV 


PR00776D 1 1.72 8.62e-09 2447-2466 
IPB001359H 22.58 8.95e-09 558-608 
IPB002000D 5.87 9.49e-09 542-555 


977 


PR00211 


Glutelin signature II 


PR00211B 0.86 9.92e-09 551-571 
IPB000822 14.67 1.00e-08 1032-1057 
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980 


PR00834 


HtrA/DegQ protease family signature 

TTT 
111 


PR00834C 15.48 6.81e-20 237-261 
1 1.75 9.45e-18 275-292 


980 


IPB002350 


Kazal-type serine protease inhibitor 
uuuuy 


IPB002350 31.78 6.52e-17 73-1 13 
!*KuUoJ4rJ 10.17 6.63e-14 196-216 
PR00834E 13.43 9.13e-13 297-314 


980 


TPRflflORfi7 
irouuuoo / 


insuun-iiKe growin iacior-Dinaing 
protein 


1PB000867B 11.44 l.94e-l2 23-39 


980 




"Carina nr/>f'AaoAO \fQ -fr*wi-a1i«n 

oenne proteases, v o iamiiy 


TftDftftftlO/D 1 *\ r f\ r% in « r\ r 

IPB00U126B 12.50 3.32e- 12 280-296 
YVANayKY 11.11 3.25e-ll 389-401 
PR00834A8.79 5.83e-ll 175-187 
JUroUUUlzoA ll.o D.oye-10 173-188 


980 


PR00290 


Kazal-type serine protease inhibitor 
signature II 


PR00290B 16.63 2.80e-09 84-95 


980 


PR00722 


Chymotrypsin serine protease family 
1 ) siguaiure HI 


PR00722C 10.74 4.10e-09 283-295 


980 




ur^noT/nt uniform nrAnitk n*~ 1 

i ransiumung growm iacior oeta l 
precursor signature I 


nnftl A 1 *! A A C CO O i jl_ f\t\ O 

FK.U1424A 6.58 8.24e-09 8-27 


980 


IPB001489 


Heat-stable enterotoxrn 


IPB001489 13.51 8.78e-09 26-38 


OR1 


rRVv/yZ 


Pepsin (Al) aspartic protease family 
signature I 


PR00792A 1 1.02 5.32e-17 80-100 


981 


1PB001969 


Eukaryotic and viral aspartic protease 
active site 


IPB001969A 16.37 5.15e-13 87-103 
PR00792D 11.77 1.00e-12 395-410 
PR00792C 8.65 6.29e-12 312-323 
IPB001969A 16.37 7.00e-10 310-326 


982 


IPB000917 


Sulfatase 


IPB000917A 9.52 5.26e~10 44-55 


984 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


1PB000834B 13.51 2.50e-17 103-117 


984 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 139e-15 99-113 
IPB000834C 17.20 2.80e~15 172-188 
IPB000834G 14.46 4.50e-15 318-333 
IPB000834D 18.95 4.72e-12 199-225 
PR00765D 14.06 9.45e- 12 233-246 
PR00765C 10.88 1.82e-10 179-187 
IPB000834F 12.40 4.21e-10 285-297 
IPB000834E 9.80 2. 15e-09 228-242 


985 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e-17 103-117 


985 


PR00765 


Carboxypeptidase A metalloprotease 
(Ml 4) family signature II 


PR00765B 14.48 1.39e-l 5 99-113 
IPB000834C 17.20 2.80e-15 172-188 
IPB000834G 14.46 4.50e-15 318-333 
IPB000834D 18.95 4.72e-12 199-225 
PR00765D 14.06 9.45e-12 233-246 
PR00765C 10.88 1.82e-10 179-187 
IPB000834F 12.40 4.21e-10 285-297 
IPBO0O834E 9.80 2.15e-09 228-242 


986 


IPB002871 


NifU-like N terminal domain 


IPB002871C 16 51 1 60e-33 81-1 13 
IPB002871D 14.11 6.87e-21 131-153 
IPB002871A 14.39 2.17e-17 35-50 
IPB002871B 12.43 6.79e-14 62-74 


990 


1PB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.29e-ll 94-119 


990 


PR00048 


C2H2-type zinc finger signature II 


PR00048B 5.52 9.50e-09 107-116 


991 


IPB003527 


MAP kinase 


IPB003527D 21.53 5.58e-23 185-226 
IPB003527G 17.26 8.24e-22 285-322 
IPB003527C 14.70 3.05e-19 124-172 


991 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 5.50e-17 132-172 ' 
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991 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 7.19e-17 116-156 
IPB001245B 21.68 1.39e-15 192-230 


991 


IPB001772 


Kinase associated domain 1 


3PB001772C 20.66 3.92e-14 127-157 


991 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095C 13.36 7.91e-13 46-82 
IPB003527A 17.00 6.14e-12 26-51 


991 


IPB000861 


PKN/rhopmlin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 7.44e-12 194-243 


991 


IPB000961 


Protein kinase C-tenninal domain 


IPB000961D 21.23 5.9le-l 1 188-229 
IPB003527B 11.51 9.15e-ll 98-116 


991 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 9.10e-10 139-157 
IPB000961C 15.48 8.83e-09 139-173 


992 


PR01432 


Rabaptin signature XI 


PR01432K 2.19 8.43e-09 976-998 


994 


EPB001073 


Complement Clq protein 


IPB001073B 20.88 7.26e-29 175-209 


994 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.93e-27 75-127 


994 


IPB000885 


Fibrillar collagen C-terminal domain 

• 


IPB000885B 19.15 2.83e-26 74-127 
IPB000885B 19.15 7.37e-23 80-133 
IPB001442A 26.12 7.39e-23 72-124 
IPB000885B 19.15 8.75e-23 77-130 
IPB000885A 11.46 1.79e-21 82-119 
IPB001073A 22.14 2.24e-21 78-112 
IPB000885A 11.46 3.84e-21 79-116 
IPB000885A 11.46 5.11e-21 76-113 
IPB000885B 19.15 5.89e-21 71-124 
IPB000885B 19.15 7.56e-21 68-121 
IPB001442A 26.12 8.15e-21 66-118 
IPB001442A 26.12 8.40e-21 69-121 
IPB000885B 19.15 2.97e-20 62-115 
IPB001442A 26.12 3.72e-20 78-130 
IPB000885A 1 1.46 4.00e-20 70-107 
EPB001442A 26. 12 5.62e-20 63- 1 15 


994 


PR00007 


Complement C1Q domain signature I 


PR00007A 20.64 6.54e-20 168-194 
IPB000885A 11.46 8.20e-20 73-110 
IPB001442A 26.12 9.64e-20 84-136 
IPB001442A 26.12 3.69e-19 87-139 
IPB001442A 26.12 5.09e-19 60-112 
IPB001442A 26.12 7.43e-l9 81-133 
IPB000885B 19.15 3.81e-18 83 


994 


IPB000817 


Prion protein 


1PB000817A 8.349.51e-10 76-118 
IPB001442B 12.38 1.00e-09 106-126 
IPB000885A 1 1 .46 4. 12e-09 58-95 
1PB001442B 12.38 5.0le-09 97-117 
IPB000817A 8.34 6.12e-09 77-1 19 
IPB001442B 12.38 7.32e-09 73-93 
IPB000885A 11.467.34e-09 106-143 
IPB001442B 12.38 7.93e-09 70-90 
IPB000885A 1 1.46 8.16e-09 55-92 

innAAAOom i r\ t c o tt r\c\ t r\i t c a 

IPB000885B 19.15 8.77e-09 101-154 
IPB000817A 8.34 9.43e-09 65-107 


996 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.24e-10 311-348 i 


997 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 7.84e-30 1077-1112 
IPB001895D 18.68 1.00e-20 1174-1197 


997 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 1.00e-18 377-402 
IPB001895B 16.80 3.10e-15 1005-1025 
IPB001331B 19.33 7.00e-09 326-341 


999 


IPB002360 


Involucrin 


IPB002360C 15.36 3.70e-09 198-239 
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High mobility group proteins HMG1 

ana rXlVlvJZ 




999 


PR00169 


Potassium channel signature I 


PR00169A 17.48 5.50e-09 68-87 


000 


rivuiuoo 


Lymphocyte-specific protein 
signature I 


PT?ft1 flR^A R QA.it* AO *W7 

rtssjLvoDJx o.ou y.oie-uy zi4-zj/ 


1001 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.1 le-09 788-822 


1001 


IPB000221 


Protamine PI 


IPB000221 5.48 7.46e-09 945-971 
IPB000221 5.48 8.85e-09 831-857 


1002 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 6.47e-10 52-79 


1002 


IPB001841 


RING finger 


IPB001841 10.69 3.84e-09 126-135 


1002 


IPB000492 


Protamine 2 (PRM2) 


EPB000492B 5.26 5.1 le-09 997-1031 


1002 


PB000221 


Protamine PI 


IPB000221 5.48 7.46e-09 1154-1180 
IPB000221 5.48 8.85e-09 1040-1066 


1003 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 4.32e-12 1132-1146 
PR00320C 12.32 3.14e-ll 1132-1146 
PR00320B 12.82 7.55e-ll 1132-1146 
PR00320A 13.15 8.92e-10 1091-1105 
PR00320C 12.32 1.33e-09 1091-1105 


1003 


IPB001680 


G-protein beta WD-40 repeats 


IPB001680 10.43 1.45e-09 1134-1145 
PR00320B 12.82 2.24e-09 1091-1105 
PR00320A 13.15 4.86e-09 789-803 


1003 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.82e-09 1154-1170 


1004 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 21-37 


1004 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 80-105 


1006 


IPB000008 


C2 domain 


IPB000008C 23.37 8.91e-26 323-362 
IPB000008D 14.83 1.23e-12 378-396 
IPB000008B 17.91 3.09e-09 281-298 
IPB000008E 14.84 3.90e-09 401-41 1 


1007 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D2.13 5.91e-ll 877-901 
IPB000135D 2.13 7.44e-ll 885-909 
IPB000135D 2. 13 7.85e-ll 887-91 1 
IPB000135D 2.13 3.05e-10 883-907 
IPB000135D 2.13 5.1 le-10 881-905 
IPB000135D 2.13 8.14e-10 888-912 
IPB000135D 2.13 2.27e-09 876-900 
IPB000135D 2.13 2.27e-09 882-906 
IPB000135D 2.13 2.36e-09 880-904 


1007 


PR00806 


Vinculin signature IV 


PR00806D 11.95 3.78e-09 564-579 
IPB000135D 2.13 3.91e-09 874-898 
IPB000135D 2.13 4.45e-09 889-913 
IPB000135D 2.13 6.36V09 884-908 
IPB000135D 2.13 7.00e-09 879-903 
IPB000135D 2.13 7.18e-09 886-910 
IPB000135D 2.13 9.27e-09 920-944 


1008 


IPB000135 


High mobility group proteins HMG1 
ana rwnxjz 


IPB000135D 2.13 8.85e-21 560-584 

TDDftAA11Cf \ OH*) A In 1ft CCA COO 

IPB000135D 2.13 7.87e-19 561-585 
IPB000135D 2.13 8.53e-19 563-587 
IPB000135D 2.13 9.35e-19 558-582 
IPB000135D 2.13 7.25e-18 564-588 
IPB000135D 2.13 7.43e-17 55 


1008 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 6.81e-10 560-587 


1008 


IPB003874 


CDC45-like protein 


IPB003874C 5.49 1.24e-09 571-582 


1008 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 3.49e-09 538-585 
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1008 


BPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 5.64e-09 568-586 
IPB000135D 2. 13 6.09e-09 545-569 i 


inns 


IxDUUlJOU 


v^aircncuim iamiiy 


IPB001580F2.93 9.10e-09 573-582 


1009 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 281-298 
PR00405A 18.83 3.86M4 262-281 


1009 


PR00452 


SIB domain signature II 


PR00452B 11.47 9.70e-10 895-910 
PR00405C 18.05 3.95e-09 302-323 


1009 


IPB003134 


Repeat in HSl/Cortactin 


IPB003134H 12.06 4.27e-09 880-929 




nn r\r\r\ i a 

FR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.71e-09 335-347 


ini 1 
1U1 1 


LPBOOJOOo 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 218-255 
IPB003006B 20.23 9. 14e-12 5 1 1-548 
IPB003006B 20.23 1.00e-ll 318-355 


1011 


PR01536 


Interleukin-1 receptor type I and type 
II family signature HI 


PR01536C 19.92 9.23e-ll 617-640 
IPB003006B 20.23 6.40e-10 124-161 
IPB003006B 20.23 9.64e-10 610-647 
IPB003006B 20.23 7.58e-09 21-58 
IPB003006B 20.23 8.62e-09 416-453 
PR01536C 19.92 9.19e-09 225-248 


1015 


1PB002048 


EF-hand family 


IPB002048 7.91 2.29e-l 1 147-159 


1015 


PR00450 


Recoverin family signature in 


PR00450C 11.99 1.58e-09 33-54 
IPB002048 7.91 8.58e-09 74-86 


1016 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846E 18.41 1.00e-40 136-174 
IPB003846F 24.67 9.36e-31 175-210 
IPB003846D 28.31 1.61e-17 52-94 
IPB003846G 13.31 5.09e-09 268-278 


1017 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846C 15.01 1.00e-40 176-219 
IPB003846E 18.41 1.00e-40 468-506 
IPB003846F 24.67 9.36e-31 507-542 
IPB003846D 28.31 7.86e-25 235-277 
IPB003846B 13.03 2.00e-ll 148-159 
IPB003846A 5.99 3.25e-l 1 140-146 
IPB003846G 13.31 5.09e-09 600-610 


i m i 

1017 


PRO 1548 


Meiotic recombination protein 
reel 14 signature I 


PR01548A 10.11 6.52e-09 238-258 


1018 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.12e-16 236-259 


1018 


PR00238 


Opsin signature II 


PR00238B 16.77 4.52e-14 208-220 
PR00237D 9.76 7.92e-14 186-207 
PR00237B 12.45 1.39e-13 105-126 
PR00237F 1434 1.67e-13 294-318 
PR00237C 14.77 2.00e-13 150-172 
PR00237G 19.23 4.00e-13 332-358 


1018 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276B 4.97 6.62e-13 244-255 
PR00237A 9.81 7.00e-12 72-96 
IPB000276AI1.56 5.24e-U 164-175 
IPB000276D 9.40 4.52e-10 342-358 
PR00238A 12.47 6.65e-09 93-105 ! 


1018 


PR00667 


Retinal niifirient enithplinm-rptinnl 
GPCR signature II 


rivwoo/D iv.oO o.oue-ujf y l-iuo 


1019 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 2.80e-13 378-391 
PR00019B 11.42 2.33e-10 131-144 
PR00019B 1 1.42 6.33e-10 375-388 
PR00019B 11.42 3.73e-09 225-238 
PR00019B 1 1.42 4.00e-09 249-262 
PR00019A 1 1.72 4.55e-09 252-265 
PR00019A 11.72 8.09e-09 134-147 


1021 


IPB001895 


Guanine-nucleotide dissociation 


IPB001895C 20.83 3.00e-28 984-1019 
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stimulators CDC25 family 


EPB001895D 18.68 8.56e-17 1082-1105 
TPROOISQTO 9.A A in^K oil oil 


1021 


IPB000595 


KsJ\*ll\r UUWCmiUG^UlllUlIJg vlUIIlaLU 


TPRftflA^Q'TR 1^ TJ A a/wi i ace no 
nrD\JKt\jjyjo I.?. /Z 0.*H/e-l 1 JDD-j/o 


1021 


TPB0033^ 1 


LS13IICVC11CU opi^llit UUlilaill 


IPRfin^^S 1 17 19 1 1 A Ala. m £ic ca i 
irDUUjjjlr 1Z. 1 / 4.*fje-ill 01j-o41 


1021 


IPB001478 


PDZ domain (also known as DHR or 
\JS-Ajr ) 


IPB001478B 6.12 3.25e-09 625-634 


1021 


PR00834 


HtrA/DegQ protease family signature 

VT 

V 1 


PR00834F 11.11 6.03e-09 621-633 


1022 


TPB0O1 

Lk ±J\J\J 1 O 


vjudmne-nucieotiue cnssocianon 

cHmiilatrirc ITif"*?*? ftrrmlv 
2>UJllUlaLlM2» \^VJ\*rZ*j Lalllliy 


LrrJUU 1 ZU.o\3 J.Uue-zo y 34-909 
Lr DUU i &yDU 15. Do o.OOe-1 / IUjZ-IUjj 

IPB001895B 16.80 4.30e-15 863-883 


1022 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 305-328 


1022 


IPB003351 


Dishevelled specific domain 


IPB003351F 12.17 4.43e-l 0565-591 


1022 


IPB001478 


PDZ domain (also known as DHR or 

KJhXJV) 


IPB001478B 6.12 3.25e-09 575-584 


1022 


PR00834 


HtrA/DegQ protease family signature 
VI 


PR00834F 11.11 6.03e-O9 571-583 


1024 


PR00907 


Thrombomodulin signature VIII 


PR00907H 1.34 7.64e-09 376-400 


1025 


PR00907 


Thrombomodulin signature VIII 


PR00907H 1.34 7.64e-09 338-362 


1027 


IPB003452 


Stem cell factor 


IPB003452A 12.58 1.00e-40 Ml 
IPB003452D 16.80 1.00e-40 173-211 
IPB003452C 13.68 6.76e-37 131-164 
IPB003452B 19.11 2.09e-18 53-101 
IPB003452B 19.11 8.06e-17 43-91 


1028 


PR00205 


Cadherin signature II 


PR00205B 20.09 1.00e-19 150-179 
PR00205D 12.22 9.31e-19 238-257 
PR00205F 19.57 3.37e-17 316-342 
PR00205B 20.09 6.67e-16 374-403 
PR00205B 20.09 2.20e-15 259-288 
PR00205A 17.38 6.82e-l 4 90-109 
PR00205F 19.57 1.00e-13 97-123 
PR00205F 19.57 6.70e-13 427-453 


1028 


IPB002126 


Cadherin domain 


IPB002126A 14.68 9.40e-13 101-1 17 
IPB002126B 12.04 1.75e- 12 247-264 
PR00205G 13.05 4.30e-12 241-258 
PR00205G 13.05 4.65e-ll 499-516 
IPB002126B 12.04 1.29e-10 138-155 
PR00205E 10.82 2. 17e-10 372-385 
PR00205E 10.82 3.35e-10 257-270 
IPB002126A 14.68 6.09e- 10 431-447 
PR00205D 12.22 6.55e-10 496-515 
PR00205A 17.38 3. 12e-09 420439 
PR00205D 12.22 5.33e-09 129-148 


1029 


PR00205 


Cadherin signature II 


PR00205B 20.09 1.00e-19 150-179 
PR00205D 12.22 9.3 le- 19 238-257 
PR00205F 19.57 3.37e-17 316-342 
PR00205B 20.09 6.67e-16 374-403 

JrJvuuZUJD Z,\J.\jy Z.ZUe-1 J ZDir-Zoo 

PR00205A 17.38 6.82e-14 90-109 
PR00205F 19.57 1.00e-13 97-123 
PR00205F 19.57 6.70e-13 427-453 


1029 


IPB002126 


Cadherin domain 


IPB002126A 14.68 9.40e-13 101-117 
IPB002126B 12.04 1.75e-12 247-264 
PR00205G 13.05 4.30e-12 241-258 
PR00205G 13.05 4.65e-ll 46M78 
IPB002126B 12.04 1.29e-10 138-155 
PR00205E 10.82 2. 17e- 10 372-385 
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PR00205E 10.82 3.35e-10 257-270 

TTvr»r\/v» i *\C A 1 a <ro £ f\r\~ 1 a A1 1 A AH 

IPB00212oA 14.68 o.09e-l 0 431-44/ 
PR00205D 12.22 6.55e~10 458-477 
PR00205A 17.38 3.12e-09 420-439 

TYT> AAOACT"\ 1*> *>o C It^. AA lift 1/10 

rR0020jL> 5.33e-l/y !ZiM4fS 


1030 


PR00124 


ATP synthase C subunit signature I 


PR00124A 8.69 9.33e-10 41-60 


1030 


PR01131 


Connexin36 (Cx36) signature II 


PR01131B 3.45 3.17e-09 58-70 
PR00124A 8.69 6.70e-09 43-62 


1030 


LPB003836 


Glucokinase 


IPB003836D 23.37 7.59e-09 48-81 


1030 


PR01516 


Kv4.1 voltage-gated K+ channel 
signature VH 


PR01516G 4.80 8.98e-09 79-90 


1031 


IPB000180 


Renal dipeptidase 


IPB000180B 21.72 7.92e-34 242-281 
IPB000180A 30.29 1.00e-33 172-215 
EPB000180C 22.01 5.67e-27 287-321 


1032 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 325-364 
IPB002027C 19.67 2.74e-22 244-282 
IPB002027A 18.88 3.77e-16 47-75 
IPB002027B 12.67 7.97e-12 180-199 


1033 


IPB000559 


Formate-tetrahydrofolate ligase 


IPB000559C 13.05 1.00e-40 453-502 
IPB000559F 12.78 1.00e-40 653-703 
IPB000559G 15.54 1.00e-40 707-755 
IPB000559D 22.27 4.33e-37 554-594 
IPB000559E 17.08 7.39e-36 595-636 
IPB000559K 15.77 8.96e-35 933-968 
IPB000559B 12.60 2.88e-32 413-441 
EPB000559J 17.25 5.94e-32 900-932 
IPB000559H 20.31 2.72e-26 770-810 
IPB000559A 24.17 6.11e-25 368-412 
IPB0005591 15.05 6.35e-18 856-880 


1033 


PR00085 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 
family signature III 


PR00085C 13.81 5.70e-14 169-190 
PR00085B 16.65 1.23e-09 136-163 


1034 


EPB000560 


Histidine acid phosphatase 


TnnAnncifA n a*> i aa*. 1 i ito A AA 

IPB000560 17.02 1.00e-ll 378-400 


1035 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 2.40e-12 911-936 


1035 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.004.81e-09 1125-1139 


1035 


PR00834 


HtrA/DegQ protease family signature 
VI 


PR00834F 11.11 5.24e-09 82-94 
PR00049D 0.00 5.73e-09 147-161 


1035 


1PB001478 


PDZ domain (also known as DHR or 
GLGF) 


tnnAAi 4 inn ■% r\ *i i r\ /\j m % a a*" at' 

IPB001478B 6.12 7.19e-09 86-95 


1035 


IPB002532 


Hantavirus glycoprotein G2 


IPB002532J 16.97 8.37e-09 936-972 


1035 


PR00554 


Adenosine A2B receptor signature II 


PR00554B 12.52 8.85e-09 724-732 


1037 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 295-3 13 


1037 


IPB002048 


EF-hand family 


IPB002048 7.91 3.84e-09 147-159 


1039 


PR00245 


Olfactory receptor signature m 


PR00245C 14.65 5.26e-17 175-191 
PR00245E 8.96 2.73e-13 282-293 
PR00245B 13.73 1.39e-12 128-140 


1039 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 1.47e-10 117-128 
PR00245A 10.98 8.80e-l 0 91-102 
IPB000276D 9.40 9.61e-10 281-297 


1039 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 5.50e-09 54-65 


1039 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.70e-09 50-62 


1039 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.16e-0958-79 
PR00237E 13.03 8.20e-09 198-221 


1039 


IPB003211 


AmiS/Urel family transporter 


IPB00321 1A 15.05 9.43e-09 27-66 
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1040 



IPB003367 



Thrombospondin type 3 repeat 



IPB003367C 20.73 1.00e-40 428-478 
IPB003367D 18.41 l.G0e-40 479-521 
IPB003367B 16.82 1. 00*40 522-569 
IPB003367F 16.21 1.00e-40 580-629 
IPB003367G 17.08 1.00e-40 630-671 
IPB003367H 15.25 1.00e-40 672-704 
IPB003367J 18.60 1.00 



1040 



EPB001881 



Calcium-binding EGF-like domain 



IPB001881B 
IPB003367E 
IPB003367C 
IPB003367E 
CPB003367C 
IPB003367C 



12.28 4.79e-ll 
16.82 5.67e-ll 
20.73 5.96e-ll 
16.82 6.83e-ll 
20.73 2.38e-10 
20.73 6.35e-10 



303-314 
404-451 
510-560 
425-472 
588-638 
548-598 



1040 



IPB003129 



Thrombospondin N-terminal -like 
domains 



IPB003129B 23.30 7.86e-10 33-58 
IPB003367C 20.73 8.46e-10 451-501 
IPB003367E 16.82 8.88e-10 560-607 
IPB003367C 20.73 6.20e-09 392-442 
1PB003367E 16.82 6.95e-09 463-510 



1040 



IPB001774 



Delta serrate ligand 



IPB001774D 19.23 9.91e-09 226-272 



1042 



IPB000109 



PTR peptide transporters (PTR2) 



IPB000109D 25.09 6.67e-32 430-477 
IPB000109B 29.23 4.18e-23 67-119 
IPB000109A 10.85 3.79e-15 44-62 
1PB000109C 8.21 7.00e-14 195-207 



1042 



PR00308 



Type I antifreeze protein signature III 



PR00308C 2.79 2.78e-09 20-29 



1042 



PR01471 



1043 



IPB003104 



Histamine H3 receptor signature II 



PR01471B 12.38 9.63e-09 24-42 



Formin Homology 2 Domain 



IPB003104B 18.83 6.87e-21 785-814 
IPB003104C 20.33 1.27e-14 957-984 



1043 



IPB001073 



1043 



IPB001359 



Complement Clq protein 



IPB001073A 22.14 3.25e-09 545-579 



Synapsin 



IPB001359H 22.58 7.99e-09 553-603 



1043 



PR01471 



Histamine H3 receptor signature V 



PR01471E5.41 8. 14e-09 543-558 



1044 



IPB001909 



KRAB box 



IPB001909 17.37 6.32e-28 10-44 



1044 



IPB000822 



"Zinc ringer, C2H2 type" 



IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 
IPB000822 



14.67 9.10e-22 
14.67 9.18e-21 
14.67 5.50e-19 
14.67 6.25e-19 
14.67 7.23e-18 
14.67 9.31e-18 
14.67 2.29e-17 
14.67 8.07e-17 
14.67 9.36e-17 
14.67 2.20e-16 
14.67 5.20e-16 
14.67 5.20e-16 
14.67 5.80e-16 
14.67 8.2Ge-16 
14.67 8.80e-16 
14.67 325e-15 
14.67 4.94e-15 



592-617 
228-253 
452-477 
284-309 
368-393 
144-169 
536-561 
480-505 
256-281 
340-365 
172-197 
200-225 
564-589 
396-421 
424-449 
508-533 
620-645 



1044 



PR00048 



C2H2-type zinc finger signature I 



PR00048A 9.94 5.50e-15 589-602 
PR00048A 9.94 6.40e-15 253-266 
IPB000822 14.67 1.00e-14 312-337 
PR00048A 9.94 5.15e-14 533-546 
PR00048A 9.94 6.79e-13 393-406 
IPB000822 14.67 7.50e-13 116-141 



1044 



IPB001275 



DM DNA binding domain 



IPB001275 19.17 9.86e-13 580-619 
PR00048A 9.94 1.53e-12 477-490 
PR00048A9.94 5.24e-12 561-574 
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PR00048A 9.94 5.76e-12 225-238 
EPB001275 19.17 8.66e-12 244-283 
PR00048A 9.94 9.47e-12 281-294 
PR00048A 9.94 1.00e-ll 141-154 


1044 


IPB001222 


TFIIS zinc ribbon domain 


IPB001222 24.63 5.69e-09 1 16-152 j 
PR00048B 5.52 7.00e-09 493-502 

T*T1 f\f\C\ A O A f\ f\ A <-l -» ftrt A <\ 1 A »> A 

PR00048A 9.94 7.37e-09 421-434 
PR00048A 9.94 9.25e-09 449-462 
lrlsuUlZZZ Z4.03 9.49e-U5J 144- leU 


1044 


IPB002801 


Aspartate carbamoyl transferase 
regulatory chain 


IPB002801C 14.18 9.50e-09 254-270 

nn C\f\c\ A pd < n c rv„ /\n *jqi it\t\ 
rKUUU4oi> d.dZ y.5Ue-Uy 3ol-3yU 


1 f\A£. 

1046 


TT>T>rvAO 1 it 

1PB003137 


Protease associated (PA) domain 


IDDAA1 1 «1T OO At\ 1 c rv_ IO lOD *> 1 O 

lrBUU3137 ZZ. 40 z.50e-19 lao-Zlo 


1048 


IrBUUloz/ 


Sema domain 


IrmJUloZ/J 11.43 2.40e-ll 403-415/ 
IPB001627K 13.76 6.58e-l 1 477-489 


1 f\A O 

1048 


IrBUUZlOj 


Plexin repeat 


fDDAAO 1 iCCT"\ 1 vl TO T ft1 „ 11 ATI A OQ 

WrJOOZKoL; 14.72 /.yle-11 4//-4o5/ 


1049 


IPB000243 


Proteasome B-type subunit 


IPB000243C 13.61 8.80e-09 52-62 


1049 


PR00766 


Amiloride-sensitive amine oxidase 
signature VII 


PR00766G 10.85 9.23e-09 91-111 


1050 


IPB001140 


ABC transporter transmembrane 
region 


IPB001140B 15.62 4.95e- 14 138-176 


1051 


IPB000433 


ZZ Zinc ringer 


IPB000433 14.10 8.20e-18 21-37 


1051 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 80-105 


1052 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 9.22e-14 133-182 


1052 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.43e-12 86-123 
IPB003006A 17.51 4.00e-ll 154-176 


1052 


IPB001003 


"MHC Class II, alpha chain, alpha-1 
domain" 


1PB001003B 14.72 5.40e-10 141-184 


1053 


PR00018 


Kringle domain signature I 


PR00018A 12.23 4.19e-0936-51 


1055 


IPB001039 


"Major histocompatibility complex 
protein, Class I" 


IPB001039A 17.17 1.00e-40 15-68 
IPB001039B 27.55 1.00e-40 96-147 
IPB001039C 19.82 1.00e-40 177-230 
IPB001039D 16.49 1.00e-40 255-309 


1055 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


1PB003006B 20.23 8.00e-30 261-298 
IPB003006A 17.51 1.00e-21 224-246 


1055 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 7.65e-14 203-252 


1055 


IPB003363 


Glycoprotein GG/GX 


IPB003363E 13.35 8.75e-ll 308-340 


1055 


1PB003705 


Cobalt transport protein CbiN 


1PB003705A 9.20 6.25e-09 316-332 
IPB000353C 20.11 7.97e-09 254-308 


1062 


PR01382 


Claudin-9 signature IV 


PR01382D 12.38 1. lie- 16 201-213 


1062 


IPB000729 


PMP-22/EMP/MP20 family 


IPB000729D 18.96 2.96e-16 160-187 
IPB000729C 37.83 7.91e-16 80-132 
PR01382A 12.00 I.17e-15 37-47 


1062 


PR01077 


Claudin signature III 


PR01077C 13.60 1.47e-14 63-73 
PR01382C5.67 5.14e-13 190-199 
PR01382B 7.06 1.12e-12 91-100 

DDni/Y7*7D U IO 1 AAo 1 A AO <I<v 

rivUlU//J3 14. iz i.uue-iu 4y-JJ 
PR01077D 11.20 4.00e-10 146-152 
PR01077A 9.72 8.16e-09 21-30 


1064 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 5.50e-09 453-462 
IPB001478B 6.12 7.75e-09 258-267 


1066 


IPB002659 


Galactosyltransferase 


IPB002659A 26.24 4.80e-ll 92-133 


1067 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 7.60e-28 119-159 


1067 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 9.25e-24 1 14-144 


1067 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 Z13e-22 126-160 
IPB001772D 21.67 4.55e-17 186-225 
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1067 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 8.60e-17 103-143 


1067 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095E 17.62 9.03e-17 127-172 


1067 


IPB003527 


MAP kinase 


IPB003527C 14.70 1.95e-16 111-159 


1UO/ 


TT>r}AAAO£1 

JLrJtJUUUoOl 


rJKJN/rnopnHin/rnotejan rno- binding 
repeat 


TTVD AAAO/T t "C 1 C f ft i rr 1C 1 ort 1 'I A 

IPB000861F 16.50 1.55e-15 120-174 


100/ 


TDD AAA /f C\A 

1PB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.35e-14 1 13-159 
IPB000959D 27.01 4.26e-13 226-278 
IPB000961D 21.23 7.19e-13 175-216 
IPB001245B 21.68 8.96e-13 179-217 
IPB003527A 17.00 7.85e-ll 18-43 
1PB001772E 24.88 8.46e-ll 233-272 
EPB001772A 13.64 2.29e-10 9-40 
IPB003527G 17.26 3.37e-09 245-282 


100/ 


T>r> AA1 AA 

rKOOlUy 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 1 1.07 4.23e-09 126-144 
IPB003527D 21.53 4.60e-09 172-213 


1005 


DpAl OKA 


Prostaglandin D synthase signature I 


PR0I254A 12.32 3.37e-29 31-54 

T>T> A1 1 1 OA *7 A*7«. 0*7 1 AA 1 OO 

rK01z>41J 13.80 l.y fG-ZI 109-132 
PR01254C 10.60 4.68e-22 74-92 

DDA1 OC/tf 1 A AO *7 COa 1 1 1 £f% 1 OA 

rK012o4r 10.08 /.Dee-Zl lOZ-loO 

DDAIOCylD 1/1 A*7 1 ftTU 1 0 1 <A 

rK012O41i 14.0/ l.OOe-lo 14j-15y 


1068 


PR00179 


Lipocalin signature II 


PR00179B 7.67 5.26e-13 120-132 

DD AA1 '7Ay~» 1 T O/C 1 Q/f A 1 O 1 /I O 1 

JrKOOl /yC 1 /.zo 3.o4e-12 14o-lo3 

PUA1 *>^/4U lO A< O Ayf a 1 O £*7 

rK01ZD4o IZ.Oj y.04e-lZO /-O/ 


1068 


PR01275 


Neutrophil gelatinase lipocalin 
signature V 


PR01275E 6.38 1.72e-10 115-133 
PR00179A 13.97 3.25e-10 37-49 


1068 


PRO 1215 


Alpharl-microglobulin signature IV 


PR01215D 12.88 9.78e-10 1 11-130 


lUOo 


TDDAAAc/r/r 


Lipocalin and cytosolic fatty-acid 
binding protein 


1PB000566B 8.91 1.47e~09 120-130 


1 A£K 


PPA1 1 1A 


Retinol binding protein signature VI 


DD All IA 17 1 1 H£L 1 0/T„ AA 1 1H 1 1 C 

rKOl 1 /41 4 1 1.7o 3.9oe-09 119-135 


1068 


PR01273 


Invertebrate colouration protein 
signature IV 


PR01273D 11.48 4.41e-09 120-134 
PR01275B 9.02 8.57e-09 39-49 


1069 


IPB000704 


"Casein kinase II, regulatory subunit" 


IPB000704B 17.35 6.26e-09 90-128 


1 ATA 
10/0 


TDDAA1 AC. A 

lrfc>0014o4 


Annexin family 


IPB001464D 25.42 1.00e-40281-335 
IPB001464B 28.31 6.76e-40 151-203 
1PB001464A 31.17 1.27e-35 79-133 
IPB001464C 24.68 6.40e-30 214-253 


10 /O 


DDAA1 OA 


Annexin family signature IV 


PR00196D 21.41 3.81e-22 219-245 
PR00196E 9.70 7.75e-21 299-319 


1070 


PR00201 


Annexin type V signature VII 


PR00201G 12.46 1.00e-20 299-325 
PR00196C 9.01 7.09e-20 136-157 
IPB001464B 28.31 4.88e-19 79-131 
PR00196A 12.07 2.42e-18 69-91 


1070 


PR00199 


Annexin type III signature VI 


PR00199F 15.67 5.10e-18 219-245 

idnAfti a c at\ *~\r At e\ nt t o <m a >—i s- 

IPB001464D 25.42 9.2 le- 18 122-176 
IPB001464B 28.31 3.86e-17 235-287 
IPB001464A 31.17 6.68e-17 151-205 


1 A*7A 
10 /U 


DDAAOAA 

rKOOZOO 


Annexin type IV signature VII 


PR00200G 9.20 8.41e-17 299-325 

PR00199G 9.85 5.29e-16 300-325 
PR00196C 9.01 5.96e-16 295-316 
PR00199D 4.74 7.04e-16 136-157 


1070 


PR00197 


Annexin type I signature IV 


PR00197D 7.59 7.56e-16 136-157 
PR00196B 11.03 9.31e-16 109-125 


1070 


PR00198 


Annexin type II signature JTV 


PR00198D 7.41 9.88e-16 136-157 
PR00200B 8.88 5.88e-15 136-157 
PR00197F 9.40 7.39e-15 299-319 


1070 


PR00202 


Annexin type VI signature VII 


PR00202G 8.03 9.71e-15 299-325 
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IPB001464A 31.17 1.85e-14 235-289 
PR00197D 7.59 1.94e-14 295-316 
PR00196C 9.01 5.02e-14 64-85 
PR00201D 8.61 9.29e-14 136-157 
PR00199D 4.74 2.84e-13 64-85 
PR00198D 7.41 3.15e-13 295-316 PR00 


1071 


IPB000175 


Sodiummeurotransmitter symporter 
family 


IPB000175A 16.29 1.00e-40 52-101 
IPB000175C 15.09 1.00e-40 212-263 
IPB000175F 25.63 4.50e-38 467-506 
IPB000175E 21.88 5.95e-35 372-411 
IPB000175B 19.12 9.05e-33 139-173 


1071 


PR00176 


Sodium/chloride neurotransmitter 
symporter signature I 


PR00176A 16.97 3.25e-27 52-73 
PR00176C 10.57 7.86e-25 124-150 


1071 


PR01195 


GAT-1 GAB A neurotransmitter 
transporter signature II 


PR01195B 13.58 1.22e-24 194-211 
PR00176G 13.12 3.77e-22 458^78 
PR01 195D 9.00 3.75e-21 583-600 
PR00176E 11.14 5.20e-21 322-342 
PR00176Fll.il 1.36e-19 376-395 
IPB000175G 16.18 5.13e-19 528-550 
PR00176B 7.07 9.63e-19 81-100 
PR01195A 7.44 1^0e-18 18-32 
PR00176D 8.96 6.48e-18 239-256 
PR00176H 15.94 7.63e-18 498-518 
IPB000175D 23.45 1.28e- 17 278-330 
PR01195C 15.62 1.14e- 13 348-357 


1072 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.92e-10 98-135 


1073 


IPB001863 


Glypican 


IPB001863D 26.43 5.62e-33 250-294 
IPB001863E 33.79 3.08e-29 298-350 
IPB001863B 38.78 1.45e-25 134-186 
IPB001863F 26.99 6.59e-22 429-463 
IPB001863C 20.17 1.37e-16 191-220 
IPB001863A 13.95 5.03e-15 56-71 
IPB001863G 11.32 4.68&-12 487-505 


1073 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.91e-10 1-24 


1073 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 3.90e-09 515-529 


1073 


1PB001702 


Genera] diffusion Gram-negative 
porins 


IPB001702D 9.64 1.00e-08 536-546 


1075 


IPB001675 


Glycosyltransf erase family 29 


IPB001675A 26.48 5.76e-31 296-340 
IPB001675B 15.84 6.50e-15 434-456 


1075 


PR01329 


Kir3.3 inward rectifier K+ channel 
signature II 


PR01329B 8.30 9.29e-09 7-21 


1078 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599A 10.97 9.69e-18 123-141 
IPB001599N 24.85 2.24e-14 1437-1469 


1078 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
IPB001599J20.99 3.00e-ll 1085-1110 
IPB0015991 10.83 7.60e-ll 1054-1063 
IPB001599K 8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 1 1.06 9.77e-09 755-764 


1079 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599F 18.95 7.00e-24 799-828 
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IPB001599A 10.97 9.69e-18 136-154 
IPB001599B 7.45 4.89e-12 222-234 
IPB001599D 11.61 6.90e-12 742-752 
IPB001599C 14.40 3.55e-09 249-265 
IPB001599E 11.06 9.77e-09 769-778 


1080 


IPB001599 


Alpha-2-macroglobiilin family 


IPB001599A 10.97 9.69e-18 123-141 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599C 14.40 3.55e-09 236-252 


1081 


IPB001599 


Alpha-2-raacroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599N 24.85 7.69e-20 1437-1469 
IPB001599A 10.97 9.69e-18 123-141 


1081 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
IPB001599J 20.99 3.00e-l 1 1085-1 1 10 
IPB001599I 10.83 7.60e-ll 1054-1063 
IPB001599K8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 1 1.06 9.77e-09 755-764 


1082 


IPB001599 


Alpha-2-macrogl obulin family 


IPB001599F 18.95 7.00e-24 786-815 
IPB001599A 10.97 9.69e-18 123-141 
1PB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 729-739 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 756-765 


1083 


IPB002018 


Carboxylesterases type-B 


IPB002018 21.41 238e-27 195-235 
IPB002018 21.41 2.47e-12 504-544 


1083 


PR00878 


Cholinesterase signature VI 


PR00878F 4.95 8.07e-09 460-472 


1084 


IPB000152 | 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 1.64e-16 1682-1697 
IPB000152 8.86 1.53e-15 1178-1193 
IPB000152 8.86 1.47e-14 1136-1151 
IPB000152 8.862.89e-14 1095-1110 
IPB000152 8.86 3.84e-14 932-947 
IPB000152 8.86 4.79e-14 1219-1234 
IPB000152 8.86 5.74e-14 642-657 
IPB000152 8.86 3.05e-13 1054-1069 


i no a 

1084 


1PB001881 


Calcium-binding EGF-hke domain 


IPB001881B 12.28 4.00e-13 1682-1693 


1Uo4 


IrBlX)3367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 7.72e-13 1023-1043 
IPB001881B 12.28 7.75e-13 1095-1106 
IPB000152 8.86 9.18e-13 1261-1276 
IPB001881B 12.28 l.OOe- 12 642-653 
IPB0O1881B 12.28 2.20e-12 1483-1494 
IPB000152 8.86 6.40e-12 1483-1498 
IPB001881B 12.28 6.40e-12 1178-1189 
IPB001881B 12 28 8 20e-12 1261-1777 
IPB001881B 12.28 9.40e-12 1136-1147 


1084 


1PB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 1.00e-ll 1136-1155 


1084 


PR00010 


Type H EGF-like signature in 


PR00010C6.98 1.37e-ll 1687-1697 
IPB001881B 12.28 3.84e-ll 1219-1230 
PR00010C 6.98 4.00e-ll 1183-1193 


1084 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.24e-ll 1059-1069 
IPB001881B 12.28 6.68e-il 932-943 
IPB003886D 13.91 2.92e-10 1219-1238 


1084 


IPB003306 


WIF domain 


IPB003306E 25.51 4.00e-10 176-221 
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lr J3UUUUJ4 


Laminin B 


IPB000034A 22.21 4.62e-10 187-222 
IPB001881B 12.28 5.29e-10 1054-1065 
IPB000152 8.86 5.50e-10 1303-1318 
IPB000033B 7.05 5.65e-10 1266-1276 
IPB000033B 7.05 6.23e-10 1100-1110 
IPB001881B 12.28 6.57e-10 1303-1314 
IPB001881B 12.28 7.43e-10 1014-1025 
IPB000152 8.86 7.75e-10 890-905 
IPB000033B 7.05 8.26e-10 1687-1697 
PR00010C 6.98 8.55e-10 937-947 


1084 


IPB000006 


"Vertebrate metallothionein, family 

r 


IPB000006 13.41 8.94e-l0 175-220 
IPB003886D 13.91 1.00e-09 1682-1701 
IPB000033B 7.05 1.24e-09 647-657 
IPB000033B 7.05 L47e-09 1141-1151 
IPBO00033B 7.05 1.95e-09 1183-1193 
IPB003306D 23.91 2.18e-09 194-242 
PR00010C 6.98 2.32e-09 647-657 
IPB003886D 13.91 2.52e-09 1178-1197 


1084 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.21e-09 413-431 
1PB003886D 13.91 4.32e-09 1095-1114 
IPB001881B 12.28 4.52e-09 890-901 
IPB000033B 7.05 4.79e-09 937-947 
PR00010C 6.98 4.95e-09 1059-1069 
PR00010C 6.98 5.39e-09 1224-1234 
1PB000034A 22.21 5.89e-09 399-434 
PR00010C 6.98 6.7le-09 1266-1276 
IrrJUUloolrS 12.2o 0.o7e-U9 1442-1453 
IPB000033B 7.05 6.92&-09 1224-1234 
IPB003886D 13.91 7.09e-09 1261-1280 


1084 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 7.75e-09 1466-1487 


1084 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.02e-09 92-106 






i ype i E\jr signature in 


FR00O09C 11.70 8.20e-09 1058-1069 
IPB000152 8.86 8.58e-09 1637-1652 


1084 


IPB002557 


Chitin binding domain 


IPB002557B 12.64 9.31e-09 1453-1466 


1084 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.36e-09 1 187-1 195 


1084 


IPB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPB002919B 21.14 9.51e-09 899-921 
IPB000152 8.86 9.76e-09 1442-1457 
IPB003886D 13.91 9. 86e-09 642-661 
IPB003886D 13.91 9.86e-09 932-951 
IPB000561 4.89 l.00e-08 420-428 
PR00010C6.98 l.00e-08 H41-H51 


1086 


PR00014 


Fibronectin type III repeat signature 

IV 


PR00014D 15.12 9.25e-l3 571-585 
PR00014C 14.47 6.63e-ll 651-669 
PR00014D 15.12 7.75e-ll 872-886 
PR00014D 15.12 5.74e-10 443-457 

DDHAAHP A A A*7 C Crt« 1 A OCA CM 

JrKUUU140 14.4/ (OUe-lU »54-o/2 
PR00014A 8.22 1.00e-08 816-825 
PR00014D 15 12 1 00e-08 770-784 


1087 


IPB001909 


KRABbox 


IPB001909 17.37 7.75e-31 16-50 


1087 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.55e-21 219-244 
IPB000822 14.67 4.21e-17 191-216 
IPB000822 14.67 8.80e-16 163-188 


1087 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 188-201 
PR00048A 9.94 93 le-14 244-257 
PR00048A 9.94 8.41e-12 216-229 


1087 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 5.24e-ll 207-246 
PR00048A 9.94 7.16&-11 160-173 
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PR00048B 5.52 6.14e-10 232-241 
IPB001275 19.17 7.45e-10 151-190 

TDT3HA1 IIS. 1 0 1 *7 C H<oJ\Q 1 1 O 

iruuuiz/3 ly.i/ o.uoe-uy i/y-zio 


1088 


IPB001909 


KRAB box _ { 


IPB001909 17.37 7.75e-31 16-50 


1088 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 6.21e-ll 160-173 


1089 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 20-63 
IPB002494C 14.46 5.74e-34 89-132 
IPB002494C 14.46 1.44e-30 99-142 
IPB002494C 14.46 7.86e-29 64-107 
IPB002494C 14.46 1.41e-27 74-117 
IPB002494C 14.46 4.71e-25 30-73 
IPB002494C 14.46 6.69e-25 79- 


1089 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 24-42 
IPB000359B 19.26 9.57e-13 68-86 
IPB002494C 14.46 9.61e-13 73-116 
1PB002494B 10.58 2.50e-12 51-65 
IPB002494B 10.58 2.50e- 12 95-109 
IPB002494C 14.46 4.37e-12 34-77 
IPB002494A 12.44 5.22e-12 91-124 
IPB002494C 14.46 6.06e-12 93-136 
IPB002494C 14.46 7.47e-12 83-126 


1089 


IPB000006 


"Vertebrate metallothionein, family 

1" ! 


IPB000006 13.41 7.62e-12 66-111 
IPB002494B 10.58 7.75e-12 65-79 


1089 


IPB001271 


Mammalian defensin 


IPB001271 19.97 755e-12 58-86 
IPB002494B 10.58 9.55e-12 120-134 
1PB001271 19.97 9.59e-12 19-47 
IPB002494B 10.58 1.28e-ll 26-40 
IPB002494B 10.58 1.28e-ll 70-84 
IPB002494A 12.44 1.86e-ll 121-154 
IPB002494A 12.44 2.82e-ll 56-89 
IPB001271 19.97 3.06e-ll 103-131 
IPB000006 13.41 4.50e-ll 70-115 
IPB000006 13.41 5.50e-ll 40-85 
IPB002494C 14.46 6.64e-il 98-141 
IPB002494C 14.46 6.73e-ll 78-121 
1PB000006 13.41 8.20e-ll 65-110 
IPB002494A 12.44 9.14e-l 1 57-90 
IPB001271 19.97 1.88e-10 28-56 
IPB001271 19.97 1.88e-10 72-100 
IPB002494C 14.46 2.14e-10 14-57 
IPB002494B 10.58 2.48e-10 56-70 
IPB000006 13.41 2.65e-10 61-106 
IPB001271 19.97 2.94e-10 67-95 
IPB001271 19.97 3.12e-10 18-46 
IPB000006 13.41 3.42e-10 22-67 
IPB002494B 10.58 4.22e- 10 110-124 


1089 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.26e-10 39-79 
IPB002494A 12.44 4.27e-10 46-79 
IPB000006 13.41 4.29e-l0 21-66 
IPB001762A 23.93 4.45e-10 44-84 
1PB001271 19.97 5.41e-10 117-145 
IPB000006 13.41 6.23e-10 91-136 
IPB001271 19.97 6.47e-10 123-151 
IPB000006 13.41 6.61e-10 26-71 
IPB002494B 10.58 6.64e-10 31-45 
IPB002494B 10.58 6.64e-10 75-89 
IPB002494B 10.58 6.91e-10 41-55 
IPB002494B 10.58 6.91e- 10 85-99 
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IPB002494C 14.46 7.64e-10 108-151 
IPB002494A 12.44 7.65e-10 67-100 
IPB002494B 10.58 7.72e-10 100-114 
BPB002494A 12.44 8.06e-10 82-115 
IPB002494C 14.46 8.25e-10 19-62 


1089 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 8.67e-10 51-91 
PB000359B 19.26 8.76e-10 59-77 
IPB001271 19.97 8.76e-10 88-116 
IPB000006 13.41 9.03e-10 114-159 
IPB001762A 23.93 9.04e-10 45-85 
IPB001762A 23.93 9.04e-10 94-134 
IPB002494C 14.46 9.48e-10 4-47 


1089 


EPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 4.89e-09 86-128 
IPB001271 19.97 4.93e-09 29-57 
IPB001271 19.97 4.93e-09 73-101 
IPB001271 19.97 4.93e-09 97-125 
IPB001271 19.97 4.93e-09 102-130 
IPB002494C 14.46 4.95e-09 65-108 
IPB000006 13.41 5.22e-09 81-126 


1090 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 9.43e-29 24-67 
IPB002494C 14.46 3.22e-22 14-57 
IPB002494C 14.46 8.08e-21 29-72 
IPB002494C 14.46 7.99e-20 19-62 
IPB002494A 12.44 3.29e-19 31-64 
IPB002494C 14.46 8.65e-18 9-52 
IPB002494A 12.44 8.15e-17 21-54 
1PB002494A 12.44 7.17e-16 36-69 
IPB002494A 12.44 6.12e-15 2-35 
IPB002494A 12.44 4.96e-14 26-59 
IPB002494C 14.46 2.86e-13 5-48 
IPB002494C 14.46 4.72e-l3 28-71 
IPB002494C 14.46 5.30e-l3 4-47 
IPB002494A 12.44 6.19e-13 12-45 
IPB002494A 12.44 6.54e-13 41-74 
IPB002494A 12.44 8.15e-13 1-34 
IPB002494C 14.46 9.51e-13 20-63 


1090 


1PB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 28-46 


1090 


IPB000006 


"Vertebrate metallothionein, family 

r 


IPB000006 13.41 4.21C-12 26-71 


1090 


1PB001271 


Mammalian defensin 


IPB001271 19.97 7.75e-12 18-46 
IPB002494A 12.44 l.lle-11 11-44 
IPB002494B 10.58 1.28e-ll 30-44 
IPB002494A 12.44 6.25e-ll 16-49 
IPB002494C 14.46 8.27e-ll 15-58 
IPB002494A 12.44 8.39e-ll 6-39 
IPB002494C 14.469.82e-ll 10-53 


1090 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.65e-09 34-74 
IPB002494A 12.44 9.90e-09 27-60 
IroUUwUo 13.41 l.UUe-Uo ZJ-/U 


1091 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 20-63 
EPB002494C 14.46 7.86e-32 124-167 
IPB002494C 14.46 6.55e-31 64-107 
IPB002494C 14.46 8.95e-31 89-132 
IPB002494C 14.46 1.44e-30 134-177 
IPB002494C 14.46 4.23e-28 99-142 
IPB002494C 14.46 9.46e-26 


1091 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 24-42 
IPB000359B 19.26 9.57e-13 68-86 I 
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IPB002494A 12.44 1.56e-12 42-75 
IPB002494B 10.58 2.50e-12 51-65 
IPB002494B 10.58 2.50e-12 95-109 
EPB002494B 10.58 2.50e-12 130-144 
IPB002494C 14.46 5.41e-12 34-77 
IPB002494C 14.46 6.06e-12 128-171 
IPB002494C 14.46 7.28e-12 118-161 


1091 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 58-86 
EPB002494C 14.46 9.25e- 12 103-146 
IPB002494B 10.58 9.55e-12 155-169 
IPB001271 19.97 9.59e-12 19-47 
IPB002494B 10.58 1.28e-ll 26-40 
IPB002494B 10.58 1.28e-ll 70-84 
IPB002494A 12.44 1.86e-ll 156-189 
IPB001271 19.97 3.06e-ll 138-166 
IPB002494A 12.44 4.00e-ll 56-89 


1091 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 66-111 
IPB002494C 14.46 4.91e-ll 113-156 
IPB001271 19.97 5.13e-ll 97-125 
IPB002494C 14.46 6.64e-ll 133-176 
IPB000006 13.41 6.80e-ll 40-85 
IPB0OO359B 19.26 7.48e-ll 103-121 
IPB002494C 14.46 7.91e-ll 98 


1091 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.04e-10 129-169 
EPB002494C 14.46 9.21e-10 65-108 
IPB000006 13.41 9.42e-10 95-140 
IPB002494C 14.46 9.48e-10 4-47 
IPB000359B 19.26 9.69e-10 158-176 
IPB000359B 19.26 1.28e-09 153-171 
IPB000006 13.41 1.55e-09 115-160 


1091 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 51-91 
BPB002494A 12.44 1.58e-09 147-180 
IPB001762A 23.93 1.88e-09 39-79 
IPB001271 19.97 2.15e-09 98-126 
IPB002494A 12.44 2.55e-09 62-95 
IPB002494A 12.44 3.13e-09 41-74 
1PB002494A 12.44 3.23e-09 28-61 
IPB002494A 12.44 3.23e-09 72-105 
IPB002494A 12.44 3.23e-09 77-110 
IPB002494B 10.58 3.41e-09 16-30 
IPB001271 19.97 3.78e-09 23-51 
IPB001271 19.97 3.78e-09 67-95 


1091 


IPB001169 


"Integrin beta, C-tenninus" 


IPB001169K 27.45 3.92e-09 121-163 
IPB000006 13.41 3.94e-09 80-125 
IPB000006 13.41 4.03e-09 140-185 
IPB001762A 23.93 4.18e-09 44-84 
IPB002494B 10.58 4.42e-09 125-139 
IPB002494A 12.44 4.48e-09 33-66 

li*t>uUUUiK) 1.5.41 4.ooe-U5/OD- 


1092 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 164-178 


1093 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


1094 


PRO 1223 


Bride of sevenless protein signature 
VI 


PR01223F 4.19 9.78e-ll 203-227 


1094 


PR00354 


7Fe ferredoxin signature m 


PR00354C 6.24 8.06e-09 258-275 


1096 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 87-111 


1096 


PR00356 


Type II antifreeze protein signature 

vn 


PR00356G 10.21 1.42e-10 193-206 


1097 


1PB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 87-111 
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1097 


PR00356 


Type II antifreeze protein signature 

vn 


PR00356G 10.21 8.15e-09 193-206 


1098 


PR00245 


Olfactory receptor signature V 


PR00245E 8.96 5.15e-16 283-294 
PR00245B 13.73 3.77e-15 129-141 
PR00245C 14.65 2.73e-14 176-192 
PR00245D 9.34 2.59e-13 236-245 


1098 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 7.00e-12 118-129 
PR00245A 10.98 1.72e-ll 92-103 
IPB000276D 9.40 6.09e-10 282-298 


1098 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 2.83e-09 51-63 


1098 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 3.86e-09 104-126 
PR00237B 12.45 6.92e-09 59-80 
PR00237A 9.81 8.31e-09 26-50 


1099 


IPB002889 


WSC domain 


IPB002889B 11.76 3.44e-09 56-102 


1099 


IPB000561 


EGF-like domain 


IPB000561 4.89 4.86e-09 306-314 


1099 


1PB000034 


LamininB 


IPB000034C 12.97 7.43e-09 306-324 


1099 


PR00346 


Tissue factor signature VIII 


PR00346H 10.74 8. 18e-09 542-565 


1101 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 997-1023 
PR00457D 18.35 1.53e-20 972-992 
PR00457C 18.81 9.42e-15 954-972 
PR00457G 14.17 4.48e-14 1177-1197 
PR00457H 14.82 5.85e-13 1248-1262 
PR00457F 14.42 6.32e-12 1050-1060 


1101 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 180-194 
PR00457B 12.43 2.29e-10 802-817 


1101 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 376-413 
IPB0O3006B 20.23 8.92e-10 466-503 
IPB003006B 20.23 9.28e-10 283-320 


1101 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 6.73e-09 73-86 


1102 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 973-999 
PR00457D 18.35 1.53e-20 948-968 
PR00457C 18.81 9.42e-15 930-948 
PR00457G 14.17 4.48e-14 1153-1173 
PR00457H 14.82 5.85e-13 1224-1238 
PR00457F 14.42 6.32c-12 1026-1036 


1102 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 156-170 
PR00457B 12.43 2.29e-10 778-793 


1102 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 352-389 
IPB003006B 20.23 8.92e-10 442-479 
IPB003006B 20.23 9.28e-10 259-296 


1103 


IPB002034 


Alpha-isopropylmalate and 
homocitrate synthase 


IPB002034D 19.67 7.61e-09 786-814 


1107 


IPB001359 


Synapsin 


IPB001359H 22.58 1.80e- 14 741-791 


1107 


IPB000885 


Fibrillar collagen C-terminal domain 


IPBOO0885A 11.46 8.16e-09 765-802 


1107 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 9.14e-09 746-798 


1110 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.52e-10 31-68 


1112 


IPB001841 


RING finger 


IPB001841 10.69 1.95e-09 153-162 


1113 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 2.64e-12 193-227 


1113 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 9.22e-12 288-328 


1113 


IPB001245 1 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 1.87e-ll 304-344 


1113 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 6. 1 le-1 1 299-329 


1113 


IPB003527 


MAP kinase 


EPB003527C 14.70 3.43e-09 296-344 


1119 


PR01137 


Gap junction alpha-8 protein (Cx50) 
signature II 


PR01137B 18.37 8.83e-09 368-380 
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1120 


IPB000906 


ZU5 domain 


IPB000906G 25.85 2.58e-13 921-969 
IPB000906F 35.93 9.00e-12 931-984 
IPB000906D 23.89 1.57e-ll 940-994 


1120 


PR00452 


SKD domain signature II 


PR00452B 11.47 2.73e-ll 1036-1051 


1120 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 954-966 
IPB000906A 22.49 7.53e-10 914-956 
PR01415A 12.73 7.97e-10 921-933 


1120 


PR00499 


Neutrophil cytosol factor 2 signature 
IV 


PR00499D 11.47 4.21e-09 1024-1044 


1120 


EPB002360 


Involucrin 


IPB002360C 15.36 4.90e-09 125-166 
IPB000906F 35.93 7.41e-09 898-951 


1120 


IPB000237 


GRIP domain 


IPB000237B 30.66 8.14e-09 142-192 


1124 


IPB000906 


ZU5 domain 


IPB000906D 23.89 7.66e-10 1 17-171 
IPB000906A 22.49 3.72e-09 58-100 
IPB000906G 25.85 6.69e-09 164-212 


1125 


IPB000906 


ZU5 domain 


IPB000906D 23.89 7.66e-10 117-171 
IPB000906A 22.49 3.72e-09 58-100 


1129 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58Q 


IPB000421C 36.74 1.93e-16 131-175 
IPB000421B 20.70 1.36e-14 79-99 


1130 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58Q 


IPB000421C 36.74 1.93e-16 131-175 
IPB000421B 20.70 1.36e-14 79-99 


1130 


PR01435 


NADH-plastoquinone 
oxidoreductase chain 5 signature II 


PR01435B 5.98 7.37e-10 1059-1083 


1131 


IPB002119 


Histone H2A 


IPB002119A 4.97 1.00e-08 92-98 


1133 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 4.43e-18 178-216 


1133 


IPB003527 


MAP kinase 


IPB003527D 21.53 3.41e-16 171-212 


1133 


BPB000961 


Protein kinase G-terminal domain 


IPB000961A 16.82 6.56e-15 10-44 


1133 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat | 


IPB000861D 13,61 6.92e-15 8-44 


1133 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 6.34e-14 153-205 
IPB003527G 17.26 4.28e-13 320-357 
IPB001245A 22.45 8.07e-13 1 19-159 


1133 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 4.51e-12 114-144 
IPB000861G 13.73 5.06e-12 180-229 


1133 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 1.18e-ll 182-236 
IPB000961D 21.23 1.00e-10 174-215 
IPB001772A 13.64 1.86e-10 8-39 
IPB003527A 17.00 2.75e-10 17-42 
IPB000959B 15.68 9.10e-10 103-143 


1135 


PR00402 


Tec/Btk domain signature I 


PR00402A 20.14 8.15e-15 664-683 
PR00402B 12.26 4.69e-13 683-695 


1135 


PR00360 


C2 domain signature II 


PR00360B 11.64 9.25e-13 174-187 
PR00402C 13.13 8.03e-l 2 695-708 


1135 


IPB000008 


C2 domain 


IPB000008D 14.83 1.61e-ll 200-218 
PR00360A 15.18 6.00e-10 150-162 
PR00360A 15.18 8.33e-10 22-34 


1135 


PR00399 


. Synaptotagmin signature IV 


PR00399D 12.72 4.89e-09 79-89 
rKUvAJoUU /.j o D.oue-oy lyo-204 


1137 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.57e-15 261-280 


1137 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.16e-14 134-149 
IPB000152 8.86 9.05e-14 216-231 
IPB000152 8.86 5.91e-13 261-276 


1137 


IPB001881 j 


Calcium-binding EGF-like domain 


BPB001881B 12.28 9.25e- 13 216-227 


1137 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.69e- 12 66-108 
IPB001881B 12.28 1.95e-U 134-145 


1137 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-ll 266-276 
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1137 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 5.15e-ll 340-365 j 


1137 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 6.70e-ll 168-184 
IPB001881B 12.28 1.00e-10 261-272 


1137 


IPB000925 


Pneumovirus attachment 
glycoprotein G 


IPB000925F 15.07 3.60e-10 336-372 


1137 


IPB000561 


EGF-like domain 


IPB000561 4.89 6.25e-10 75-83 


1137 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.66e-09 266-276 


1137 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 3.29e-09 348-362 
PR00049D 0.00 3.20e-O9 350-364 
IPB000033B 7.05 3.84e-09 221-231 
PR01217E 3.04 4.48e-09 348-364 
PR01217B 4.82 6.55e-09 347-363 
IPB000561 4.89 6.79e-09 270-278 
PR00010C 6.98 7.15e-09 139-149 
PR01217D 4.57 7.16e-09 343-364 
PR00010C 6.98 7.80e-09 221-231 
IPB000033B 7.05 8.11e-09 139-149 


1137 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 8.62e-09 183-203 


1137 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.71e-09 348-360 
PR00910A 2.74 9.46e-09 346-358 
PR01217G 4.02 9.92e-09 343-368 


1138 


IPB001156 


Transferrin 


IPB001156H 23.81 7.75e-09 118-172 


1143 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 59-75 


1143 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 1-12 
PR00245D 9.34 1.53e-13 119-128 
PR00245E 8.96 6.81e-12 166-177 
PR00245B 13.73 1.00e-10 12-24 
IPB000276D 9.40 3.08e-09 165-181 


1143 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 82-105 
PR00237G 19.23 1.00e-08 155-181 


1144 


PR00245 


Olfactory receptor signature IE 


PR00245C 14.65 9.53e-17 173-189 


1144 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 117-128 
PR00245D 9.34 1.53e-13 233-242 
PR00245E 8.96 6.81e-12 280-291 
PR00245A 10.98 7.14e-12 91-102 
PR00245B 13.73 8.14e-10 128-140 


1144 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 2.02e-09 103-125 
IPB000276D 9.40 3.08e-09 279-295 
PR00237E 13.03 3.83e-09 196-219 


1144 


PR00534 


MelanocorrJn receptor family 
signature I 


PR00534A 12.77 5.17e-09 50-62 


1144 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 54-65 
PR00237G 19.23 1.00e-08 269-295 


1146 


1PB000017 


Syntaxin / epimorphin family 


IPB000017 23.80 1.84e-09 168-217 


1147 


PRO 1360 


Inter! eukin-1 receptor antagonist 
precursor ID- IRA signature VI 


PR01360F 14.44 3.1 le-12 117-135 
PR01360C 10.33 4.84e-l 1 58-75 


1147 


IPB000975 


Interleukin-1 


IPB000975D 24.45 5.55e-09 52-91 
IPB000975E 28.12 9.80e-09 96-135 


1147 


PR00264 


mterleukin-1 precursor family 
signature I 


PR00264A 18.63 1.00e-08 55-75 


1148 


PR01248 


Type I keratin signature V 


PR01248E 12.72 3.67e-21 248-274 


1148 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 9.16e-20 104-143 
IPB001664A 11.94 8.13e-l9 381-406 
PR01248C 10.07 8.34e-17 150-170 


1148 


IPB001322 


Intermediate filament tail domain 


IPB001322A 30.52 2.23e-14 370-423 
IPB001664C 11.32 3.25e-13 161-188 
PR01248B 8.42 3.29e-13 96-119 
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PR01248D 9.34 3.60e-12 222-237 
PR01248A 8.12 6.14e-ll 75-88 i 


1148 


PR01177 


Metabotropic gamma-aminobutyric 
acid type B 1 receptor signature X 


PR01177J 6.10 4.96e-10 397-415 
PR01177J 6.10 3.63e-09 13-31 
IPB001664D 12.63 5.36e-09 279-305 


1151 


IPB001664 


Intermediate filament proteins 


IPB001664D 12.63 4.75e-28 384-410 


1151 


PR01276 


Type II keratin signature IV 


PR01276D 13.08 8.3 le-24 222-241 
IPB001664A 11.94 9.50e-23 132-157 


1151 


IPB001322 


Intermediate filament tail domain 


IPB001322C 22.70 4.75e-22 374-419 
IPB001664C 11.32 8.20e-21 266-293 
PR01276E 12.04 4.75e-15 301-318 
IPB001322A 30.52 4.08e-14 121-174 
PR01276F 10.92 3.21e-ll 352-367 
PR01276C 10.16 8.66e-ll 208-221 
IPB001664B 17.44 5.27e-10 191-230 
PR01276B 9.79 5.96e-10 161-173 
PR01276A 10.31 7.16e-10 134-142 


1151 


1PB003743 


DUF164 


IPB003743B 20.16 9.21e-10 300-338 


1152 


IPB001818 


Matrixin 


IPB001818C 24.38 8.03e-32 157-202 
IPB001818B 26.48 6.04e-31 112-153 
IPB001818A 14.60 2.13e-29 66-95 
IPB001818H 15.46 3.25e-23 332-358 
IPB001818F 11.19 4.91e-20 231-251 


1152 


PR00138 


Matrixin signature I 


PR00138A 12.54 1.64e-16 86-99 
PR00138C 20.07 1.78e-16 155-183 
IPB001818G 14.71 1.96e- 12 268-280 
PR00138B 14.84 5.21e-10 131-146 


1153 


IPB001818 


Matrixin 


IPB001818C 24.38 8.03e-32 157-202 
IPB001818B 26.48 6.04e-31 112-153 
IPB001818A 14.60 2.13e-29 66-95 
IPB001818H 15.46 3.25e-23 332-358 
IPB001818F 11.19 4.91e-20 231-251 


1153 


PR00138 


Matrixin signature I 


PR00138A 12.54 1.64e-16 86-99 
PR00138C 20.07 1.78e-16 155-183 
IPB001 81 8G 14.71 1.96e-12 268-280 
PR00138B 14.84 5.21e-10 131-146 


1154 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 2.07e-09 10-24 


1154 


LPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 5.25e-09 12-25 


1155 


IPB0O1 124 


Lipid-binding serum glycoprotein 


IPB001 124C 25.71 7.71e-17 210-253 
IPB001 124D 21.85 5.71e-14 274-310 


1156 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135B 13.24 9.39e-10 84-128 
IPB000135A 11.69 6.19e-09 111-165 


1156 


IPB003533 


Doublecortin 


IPB003533H 6.52 7.51e-09 49-72 


1159 


IPB001510 


Pol y( ADP-ribose) polymerase zinc 
finger domain 


IPB001510D 30.92 1.00e-40 490-543 
IPB001510E 22.53 1.00e-40 570-624 
IPB001510A 34.80 7.21e-40 92-137 
IPB001510B 23.09 6.14e-34 306-348 
CPB001510C 15.91 6.54e-27 363-396 


1159 


IPB000977 


ATP-dependent DNA ligase 


IPB000977B 14.05 4.60e-13 508-517 
IPB000977C7.51 l.OOe- 12 590-599 
IPB000977A 8.89 1.47e-09 480-487 


1160 


IPB000215 


Serpins 


IPB000215E 15.36 5.50e-23 401-425 
IPB000215D 15.35 6.82e-21 317-343 
IPB000215A 13.01 7.43e~18 27-50 
IPB000215C 13.90 3.16e-12 207-221 
IPB000215B9.87 9.59e-ll 178-190 
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U66 


EPB001309 


ICE-like protease (caspase) p20 
domain 


IPB001309A 10.71 3.57e-14 7-17 


1166 


PR00376 


Interleukin-IB converting enzyme 
signature I 


PR00376A 12.81 1.61e-105-18 


1168 


IPB000364 


Phosphoenolpyruvate carfooxykinase 
(GTP) 


IPB000364M 26.08 1.40e-09 589-623 


1169 


1PB001304 


C-type lectin domain 


IPB001304A 17.98 6.50e-17 118-142 


1171 


PR00320 


G protein beta WD-40 repeat 
signature II 


PR00320B 12.82 6.62e-13 478-492 


1171 


PR00308 


Type I antifreeze protein signature I 


PR00308A 3.72 8.17e-13 158-172 
PR00320A 13.15 2.89e-12 478-492 
PR00320C 12.32 4.18e-12 247-261 
PR00320C 12.32 4.71e-12 478-492 
PR00320B 12.82 7.75e-12 247-261 
PR00320A 13.15 8.11e-12427-441 
PR00320A 13.15 9.05e-12 247-261 
PR00308B 3.38 9.27e-12 161-172 
PR00308A 3.72 9.76e-12 162-176 
PR00308C 2.79 1.00e-ll 161-170 


1171 


PR01511 


Kvl.4 voltage-gated K+ channel 
signature IV 


PR01511D3.91 3.02e-ll 163-173 
PR00320C 12.32 337e-ll 427-441 
PR00320B 12.82 5.09e-ll 520-534 
PR00320B 12.82 7.14e-ll 427-441 
PR00320A 13.15 7.55e-ll 520-534 
PR00320C 12.32 4.52e-10 520-534 


1171 


PR00833 


Pollen allergen Poa pi signature VIII 


PR00833H 2.61 8.56e-10 164-178 
PR00308C 2.79 8.77e-10 165-174 
PR01511D 3.91 9.88e-l0 159-169 


1171 


IPB001680 


G-protein beta WD-40 repeats 


IPB001680 10.43 1.45e-09 429-440 
PR00308B 338 1.76e-09 165-176 
IPB001680 10.43 3.70e-09 480-491 
IPB001680 10.43 4.15e-09 249-260 


1171 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 5.08e-09 163-177 
PR00308A 3.72 6.74e-09 159-173 
PR00320A 13.15 7.75e-09 303-317 
PR00833H 2.61 7.78e-09 161-175 
PR00320B 1Z82 8.45e-09 344-358 


1171 


IPB000102 


Neuraxin / MAP IB repeat 


IPB000102A 10.50 8.88e-09 156-184 
IPB001680 10.43 9.10e-09 522-533 
IPB000102A 10.50 9.22e-09 160-188 
PR00308B 3.38 9.75e-09 162-173 


1175 


EPB001559 


Phosphotriesterase family 


IPB001559D 19.17 5.00e-20 176-202 
IPB001559C 16.25 5.34e-16 141-162 
IPB001559E 16.18 5.35e-l6 214-232 
IPB001559A 10.81 1.23e-ll 18-29 
IPB001559B 12.98 8.50e-t0 122-132 


1183 


IPB003817 


Phosphatidyl serine decarboxylase 


IPB003817D 23.34 8.71e-25 338-364 
IPB003817C 10.66 4.00e-15 316-328 
IPB003817E 13.21 2.67e-14 427-443 
IPB003817A 12.64 4.l5e-13 162-176 


1184 


IPB000580 


TSC-22 / Dip / Bun family 


IPB000580 14.33 t.00e-40 116-170 


1185 


PR00072 


Malic enzyme signature IV 


PR00072D 12.09 9.29e-09 571-589 


1187 


PR00901 


Pheromone B alpha- 1 receptor 
signature VIII 


PR00901H 14.75 4.05e-09 56-66 


1188 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB0024691 10.99 4.86e-16 747-765 
IPB002469H 21.17 6.l4e-16 702-737 
IPB002469J 8.97 3.52e-12 829-845 
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1188 


IPB002471 


Prolyl endopeptidase family serine 
active site 


TDDftrtO>l*71T> Oil rVA O. CC~ 1 1 TO A ICC 

lrl5UUz4/115 24.90 J.ooe-l 1 734- /OS 
IPB002469G 26.76 9.24e-ll 657-695 


1189 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


1PB0024691 10.99 4.8oe-lo 747-765 
IPB002469H 21.17 6.14e-16 702-737 
lrt>UUZ4o^J o.y/ 3.S2e-lz /yi-8U7 


1189 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 734-765 
IPB002469G 26.76 9.24e-l l 657-695 


1190 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB0024691 10.99 4.86e-16 734-752 
IPB002469H 21.17 6.14e-16 689-724 
IPB002469J 8.97 3.52e-12 816-832 


1190 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 721-752 
IPB002469G 26.76 9.24e-l 1 644-682 


1191 


IPB000524 


"Bacterial regulatory proteins, GntR 
family" 


IPB000524 18.80 7.19e-10 54-94 


1193 


1PB000906 


ZU5 domain 


IPB000906A 22.49 6.14e-19 241-283 
EPB000906F 35.93 3.09e-16 159-212 
IPB000906F 35.93 7.91e-16 192-245 


1193 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 3.70e-15 348-360 
IPB000906A 22.49 1.71e-14 142-184 
PR01415A 12.73 9.10e-13 799-811 
IPB000906F 35.93 1.00e-12 442-495 
IPB000906A 22.49 5.66e-12 208-250 
IPB000906G 25.85 9.36e-12 149-197 
PR01415A 12.73 1.00e-ll 1 


1194 


PR00834 


HtrA/DegQ protease family signature 
ID 


PR00834C 15.48 7.35e-l 9 253-277 
PR00834D 11.75 7.39e-17 291-308 
PR00834B 10.17 3.25e- 13 212-232 
PR00834E 13.43 6.03e-12 313-330 


1194 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 6.81e-12 296-312 
PR00834A8.79 1.44e-ll 191-203 
PR00834Fll.il 1.53e-09 374-386 
IPB000126A 11.75 9.83e-09 183-198 


1195 


PR00424 


Adenosine receptor signature IV 


PR00424D 13.35 4.34e-22 21-40 


1195 


PR00555 


Adenosine A3 receptor signature V 


PR00555E 7.35 4.75e-21 105-122 
PR00555F ll. 48 2.74e-20 152-169 
PR00555D 10.79 9.36e-l9 60-76 
PR00424E 14.23 3.75e-14 74-87 


1195 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VII 


PR00237G 19.23 4.21e-14 1 19-145 
PR00237F 14.34 9.28e-14 83-107 
PR00237E 13.03 4.60e-12 33-56 


1195 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276D 9.40 7.30e-12 129-145 
PR00424F 8.75 9.07e~12 119-129 


1197 


PR00245 


Olfactory receptor signature IV 


PR00245D 9.34 U3e-13 241-250 
PR00245C 14.65 1.56e-12 181-197 


1197 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 5.20e-12 123-134 


1197 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 6.73e-ll 109-131 
PR00245E 8.96 3.30e-10 288-299 

JrKUUZJ In* 13.U3 4.//e-IU ZU4-ZZ/ 

PR00245A 10.98 3.65e-09 97-108 
PR00245B 13.73 4.60e-09 134-146 


1197 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 8.43e-09 56-68 


1198 


PR00505 


D12 class N6 adenine-specific DNA 
methyltransf erase signature I 


PR00505A 15.44 3.67e-12 30-46 
PR00505B 11.79 8.88e-12 51-65 


1199 


PR01254 


Prostaglandin D synthase signature I 


PR01254A 12.32 6.38e-10 25-48 


1199 


PR00179 


Lipocalin signature II 


PR00179B 7.67 2.35e-09 11 1-123 
PR00179A 13.97 5.80e-09 31-43 
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PR00179C 17.26 6.70e-09 138-153 


1199 


PR01174 


Retinol binding protein signature VI 


PROl 174F 1 1.76 6.82e-09 1 10-126 
PR01254E 14.07 8.23e-09 135-149 


1199 


PR01275 


Neutrophil gelatinase lipocalin 
signature EL 


PR01275B 9.02 1.00e-08 33-43 


1200 


PR01042 


Aspartyl-tRNA synthetase signature 
IV 


PR01042D 1 1.70 2.67e-14 432-446 j 
PR01042B 12.76 4.69e-ll 233-246 
PR01042C 16.81 5.50e-ll 393-409 
PR01042A 9.01 9.77e-10 217-229 


1200 


IPB002106 


Aminoacyl-transfer RNA synthetases 
class-n 


IPB002106A 13.35 1.00e-08 169-181 


1201 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 8.03e-09 528-553 


1202 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952E 9.04 2.46e-16 31-48 


1203 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 8.50e-23 297-332 


1204 


IPB000958 


KH domain 


IPB000958 6.84 5.09e-12 112-125 
IPB0O0958 6.84 2.29e-ll 28-41 
IPB000958 6.84 7.88e-10 276-289 


1207 


IPB001393 


Calsequestrin 


IPB001393A 16.72 1.00e-40 29-78 
IPB001393B 11.93 1.00e-40 132-185 
IPB001393C 16.33 1.00e-40 188-240 
IPB001393D 11.26 1.00e-40 283-335 


1207 


PR00312 


Calsequestrin signature V 


PR00312E 8.61 7.75e-36 163-192 
PR003121 15.97 5.71e-35 326-354 
PR00312F 16.12 7.87e-35 193-222 
PR00312H 13.19 2.80e-34 257-284 
PR00312J 13.61 6.48e-34 357-385 
PR00312D9.10 7.17e-33 122-151 
PR00312B 14.57 4.4 le-32 56-85 
PR00312C 16.48 5.62e-32 86-115 
PR00312G 11.43 1.49e-31 224-251 
PR00312A 1 1.96 7.94e-27 29-52 


1209 


1PB002151 


Kinesin light chain repeat 


IPB002151A 11.63 5.55e-10 275-305 


1209 


PR00985 


Leucyl-tRNA synthetase signature I 


PR00985A 10.14 8.25e-09 515-532 


1210 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 7.89e-16 137-186 


1210 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 7.63e-15 158-180 


1210 


IPB001003 


"MHC Class II, alpha chain, alpha- 1 
domain" 


IPB001003B 14.72 3.87e-10 145-188 


1213 


PR00205 


Cadherin signature II 


PR00205B 20.09 8.31e-23 244-273 


1213 


IPB002126 


Cadhcrin domain 


IPB002126B 12.04 5.80e-16 232-249 
PR00205D 12.22 7.26e-l5 436-455 
PR00205F 19.57 1.64e-14 515-541 
PR00205G 13.05 4.86e-14 549-566 
PR00205A 17.38 7.88e-14 75-94 
PR00205D 12.22 3.40e-13 331-350 
PR00205D 12.22 5.80e-l3 223-242 


1214 


IPB001580 


Calreticulin family 


IPB001580D 12.66 2.71e-38 259-294 
IPB001580B 18.74 1.90e-35 166-201 


1214 


PR00626 


Calreticulin signature IV 


PR00626D 7.86 9.00e-30 242-264 
IPB001580A 12.93 8.71e-28 91-113 
PR00626E 10.35 4.68e-23 280-299 
PR00626B 14.56 6.06e-20 126-142 
PR00626E 10.35 8.00e-19 266-285 
PR00626A 14.93 6.50e-18 100-118 
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PR00626C 933 8.71e-18 215-228 
IPB001580C 9.76 1.56e-17 242-254 
IPB001580D 12.66 2.38e-16 245-280 
EPB001580D 12.66 8.34e-16 273-308 
IPB001580C 9.76 4.30e-15 208-220 
IPB001580C 9.76 4.16e-14 225-237 
PR00626C 9.33 7.75e-12 232-245 
PR00626D 7.86 9.14e-09 208-230 


1215 


IPB000006 


"Vertebrate metallothionein, family 

r 


IPB000006 13.41 3.90e-12 32-77 
IPB000006 13.41 4.41e-12 39-84 
IPB000006 13.41 6.70e-ll 35-80 


1215 


PR01228 


Eggshell protein signature UI 


PR01228C 5.69 1.22e-10 2641 
PR01228C 5.69 1.98e-10 10-25 


1215 


IPB001271 


Mammalian defensin 


IPB001271 19.97 3.29e-10 51-79 


1215 


IPB002494 


"Keratin, high sulfur B2 protein" 


1PB002494C 14.46 3.36e-10 45-88 
IPB001271 19.97 3.47e-10 29-57 
IPB002494A 12.44 6.11e-10 70-103 


1215 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 7.32e-10 11-42 
IPB002174A 30.51 7.81e-10 3-34 
PR01228C 5.69 8.05e-10 19-34 


1215 


EPB003571 


Snake toxin 


IPB003571B 18.08 8.07e- 10 76-99 
IPB002494A 12.44 9.08e-10 25-58 


1215 


PR00858 


Crustacean metallothionein signature 
II 


PR00858B 5.93 1.48e-09 40-58 
IPB000006 13.41 3.11e-09 36-81 


1215 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 3.19e-09 42-84 


1215 


IPB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPB002919A 15.56 3.57e-09 52-64 
IPB002174A 30.51 4.15e-09 27-58 
IPB001271 19.97 4.44e-09 58-86 
IPB002494A 12.44 4.97e-09 32-65 
PR01228C 5.69 5.03e-09 18-33 
PR01228C 5.69 5.03e-09 22-37 
IPB002174A 30.51 5.28e-09 19-50 


1215 


IPB000254 


"Cellulose-binding domain, fungal 
type" 


IPB000254 18.11 5.36e-09 28-58 
IPB000006 13.41 5.59e-09 42-87 
IPB002174A 30.51 5.72e-09 36-67 
PR01228C 5.69 5.76e-09 27-42 


1215 


IPB000564 


2Fe-2S Feiredoxin 


IPB000564A 17.31 6.49e-09 1-19 


1215 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 6.55e-09 5-21 
IPB002174A 30.51 6.62e-09 7-38 


1215 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 7.19e-09 38-69 
IPB000006 13.41 7.24e-09 50-95 


1215 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 7.37e-09 60-95 
IPB001169K 27.45 7.81&09 35-77 
BPB000006 13.41 8.07e-09 3-48 
IPB000006 13.41 8.07e-09 40-85 
IPB002494A 12.44 8.35e-09 29-62 
IPB000006 13.41 8.44e-09 55-100 


1215 


nn ai i n 

PR01I17 


CLC-6 chloride channel signature I 


PR01 1 17A 7.79 9.47e-09 51-63 
IPB001271 19.97 9.5 le-09 67-95 
IPB002174A 30.51 9.77e-09 39-70 


1215 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-di sulfide core domain 


IPB002221B 17.12 1.00e-08 48-69 


1218 


PR00946 


Mercury scavenger protein signature 
I 


PR00946A 4.14 8.16e-09 6-24 


1221 


IPB002038 


Osteopontin 


IPB002038C 22.35 1.00e-40 119-160 


1221 


PR00216 


Osteopontin signature I 


PR00216A 11.45 9.7le-34 2-31 
IPB002038B 15.58 2.06e-32 23-67 
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PR00216C 9.12 5.85e-32 41-66 
IPB002038A 12.23 5.15e-31 1-30 
PR00216G 12.73 8.50e-30 231-256 
PR00216F 12.92 1.62e-22 152-170 
PR00216D 3.16 3.30e-18 88-102 
PR00216E 6.95 3.81e-18 120-134 
IPB002038D 9.52 5.50e-17 248-263 
PR00216D 3.16 3.69e-12 82-96 


1221 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 9.26e-09 63-90 


1222 


IPB000215 


Serpins 


IPB000215A 13.01 9.14e-18 107-130 
IPB000215D 15.35 3.74e-17 332-358 
IPB000215E 15.36 6.68e~16 419-443 
IPB000215C 13.90 7.88e-15 229-243 


1223 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.52e-10 279-316 
IPB003006A 17.51 7.75e-09 141-163 


1225 


IPB001241 


DNA topoisomerase II family 


IPB001241F 23.94 8.36e-37 399-447 


1225 


PR01158 


Topoisom erase II signature VIII 


PR01158H 13.39 5.50e-30 728-750 
IPB001241G 14.13 1.00e-29 47M97 
PR01 158K 14.14 5.24e-27 947-973 
PR01 158G 9.37 5.91e-27 681-704 


1225 


IPB002205 


"DNA gyrase/topoisomerase IV, 
subunit A" 


IPB002205B 14.49 4.79e-24 684-719 
IPB001241E 20.94 3.00e-22 295-321 
PR011581 13.95 7.00e-22 758-778 
PR01158D 11.94 5.24e-21 489-504 


1225 


PR00418 


DNA topoisomerase II family 
signature VI 


PR00418F 13.13 3.40e-20 47(M86 
IPB001241B 10.04 2.71e-19 96-114 
PR00418G 12.91 8.94e-l 9 488-505 
IPB001241H 17.27 1.96e-18 732-755 


1225 


PR00615 


CCAAT-binding transcription factor 
subunit A signature I 


PR00615A 17.09 2.93e~l 8 243-261 
PR01158J 13.56 3.45e-18 863-877 
IPB002205D 10.13 3.54e-18 791-812 
PR00615B 18.03 3.77e-l 8 631-649 
PR00418C 9.38 1.82e-17 100-114 
PR004181 17.21 4.60e-17 550-566 
IPB002205A 8.13 9.54e-17 653-671 
PR00418A 13.58 7.65e-l6 20-35 
PR01158C 11.35 1.00e-15 443-456 
PR01 158E 8.1 1 2.29e-15 509-520 
PR01 158F 1039 4.71e-l5 556-568 
PR00615C 17.93 8.50e-15 1072-1090 
PR00418E 14.82 1. 37e- 14 397-411 
IPB001241D 14.87 1.43e-14 252-265 
PR00418B 12.37 2.57e- 14 57-70 
PR00418D 14.25 2.7 le- 14 252-265 
PR01158A 7.61 4.60e-13 380-390 
IPB002205C 11.89 5.09e-12 736-750 
PR00418H 10.58 5.91e-12 508-520 
IPB001241C 13.37 1.31e-ll 154-166 


1ZZ3 




KJDosomai protein Loots 


1PB000509B 20.29 7.85e- 11 1140-1194 
PR01158B 8.30 1.27e-10 395-402 


1225 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 5.64e-09 1286-1310 
IPB000135D 2.13 7.45e-09 1287-1311 
IPB000135D 2.13 8.09e-09 1288-1312 


1225 


PR01469 


Bacterial carbamate kinase signature 
V 


PR01469E 10.60 8.43e-09 52-70 
IPB000135D 2.13 8.73e-09 1284-1308 


1226 


LPB000873 


AMP-dependent synthetase and 
ligase 


IPB000873A 11.08 UOe-12 248-263 


1226 


PR00154 


AMP-binding signature I 


PR00154A 8.79 5.14e-09 241-252 
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1227 


IPB001043 


^inculin, type 1" 


IPB001043E 22.70 9.08e-09 136-173 


1228 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 3.48e-24 96-130 
IPB001073C 13.07 4.50e-13 163-182 
IPB001073A 22.14 6.55e-13 42-76 


1228 


PR00007 


Complement C1Q domain signature 

n 


PR00007B 15.63 9.56e-13 116-135 
IPB001073D7.60 L00e-ll 195-204 
PR00007D 9.662.00e-ll 193-203 
PR00007C 16.13 7.38e-ll 163-184 
PR00007A 20.64 3.04e-10 89-1 15 


1230 


IPB000906 


ZU5 domain 


IPB000906A 22.49 1.99e-15 274-316 


1230 


PR01415 


Ankyrin repeat signature 1 


PR01415A 12.73 3.70e-15 381-393 
IPB000906G 25.85 6.04e-12 900-948 
IPB000906A 22.49 2.24e-ll 893-935 
PR01415A 12.73 l.OOe- 10 281-293 
IPB000906F 35.93 1.61e-10 225-278 
PR01415A 12.73 2.45e-10 796-808 
IPB000906D 23.89 3.88e-10 3 


1230 


PR00665 


Oxytocin receptor signature V 


PR00665B 6.24 6.76e-09 756-769 
IPB000906E 22.11 7.22e-09 278-318 
PR01415B 10.23 7.75e-09 260-272 
PR01415B 10.23 9.25e-09 227-239 


1231 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001124D 21.85 5.71e-14 274-310 


1232 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001 124D 21.85 5.71e-14 274-310 


1233 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001 124C 25.71 7.71e-17 210-253 
IPB001124D 21.85 5.7 le- 14 274-310 


1234 


PR00053 


Fork head domain signature Q 


PR00053B 12.24 8.50e-09 523-540 


1236 


IPB000258 


Bacterial ice-nucleation proteins 
octamer repeat 


IPB000258G 8.61 7.77e~09 92-145 


1237 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.57e-13 253-290 


1240 


IPB001627 


Sema domain 


IPB001627F 22.05 5.09e-29 255-288 
IPB001627G 21.49 2. 17e-28 311-344 
IPB001627C 21.13 1.22e-21 162-193 
IPB001627B 18.84 l.79e-2l 117-145 


1240 


1PB002165 


Plexin repeat 


IPB002165C 18.49 3.45e-19 255-287 
IPB0016271 10.67 6.57e-15 386-399 
IPB001627A 16.97 5.26e-14 98-113 
IPB001627H 10.22 1.35e-13 358-370 
IPB001627K 13.76 7.92e-13 524-536 
IPB001627J 11.43 1.22e- 12 436-452 
IPB002165C 18.49 3.64e-12 254-286 
1PB002165D 14.72 3.65e-12 524-536 
IPB0O1627D 16.04 6.70e-12 209-224 
IPB002165B 13.59 7.57e-12 136-145 
1PB001627B 8.70 9.59e-12 230-239 


1247 


PR00011 


Type III EGF-like signature IV 


PROOOllD 12.12 8.93e-l6 767-785 
PROOOllD 12.12 1.00e-15 550-568 
PROOOllB 13.08 5.06e-15 767-785 
PROOOllB 13.08 6.65e-15 289-307 
PROOOllD 12.12 6.67e-15 289-307 
PROOOUA 14.05 2.53e-14 289-307 
PROOOllD 12.12 5.86e-14 638-656 
PROOOllB 13.08 8.50e-l4 550-568 
PROOOllB 13.08 1.93e~13 160-178 
PROOOllB 13.08 2.55e-13 203-221 
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PROOOllB 13.08 2.86e-13 42M39 
PROOOllD 12.12 3.83e-13 378-396 
PROOOllD 12.12 6.00e-13 42M39 
PROOOllA 14.05 7.83e-13 378-396 
PROOOllA 14.05 9.53e-13 203-221 
PROOOllB 13.08 9.53e-13 378-396 
PROOOllD 12.12 1.00e-12 810-828 
PROOOllB 13.08 1.59e-12 810-828 
PROOOl 1A 14.05 2.05e-12 550-568 
PROOOllD 12.12 3.02e-12 203-221 
PROOOl IB 13.08 4.84e-12 638-656 
PROOOllD 12.12 5.50e-12 160-178 
PROOOllD 12.12 7.67e-12 507-525 


1247 


1PB000561 


EGF-like domain 


IPB000561 4.89 7.75e-12 210-218 
PROOOllD 12.12 8.29e-12 332-350 
PROOOllA 14.05 8.65e-12 421-439 
PROOOllA 14.05 1.55e-ll 767-785 
PROOOllD 12.12 1.73e-ll 593-611 
PROOOllA 14.05 3.08e-ll 638-656 
PROOOllB 13.08 5.43e-ll 593-611 
PROOOllD 12.12 6.66e-ll 464-482 
PROOOllB 13.08 7.78e-ll 332-350 
PROOOl ID 12. 12 7.82e-l 1 724-742 


1247 


IPB000034 


Laminin B 


IPB000034C 12.97 8.04e-ll 210-228 
PROOOllA 14.05 8.34e-ll 724-742 
PROOOllA 14.05 8.62e-ll 160-178 
PROOOllB 13.08 9.03e-ll 246-264 
PROOOllA 14.05 1.40e-10 810-828 
PROOOllB 13.08 L53e-10 724-742 
PROOOllA 14.05 1.93e-10 507-525 
PROOOllD 12.12 2.25e-10 246-264 
PROOOllB 13.08 2.59e-10 507-525 
PROOOllA 14.05 4.04e-10 464-482 


1247 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 4.35e-10 115-157 
IPB000561 4.89 4.75e-10 296-304 
PROOOllA 14.05 5.63e-10 246-264 


1247 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886E 10.90 7. 17e- 10 294-310 
PROOOllD 12.12 8.20e-10 681-699 
PROOOllB 13.08 1.25e-09 464-482 
IPB000561 4.89 1.64e-09 731-739 
PROOOllA 14.05 2.00e-09 332-350 
PROOOl 1A 14.05 2.75e-09 681-699 


1247 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 3.96e-09 237-257 


1247 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 4.60e-09 785-816 
PROOOllA 14.05 4.87e-09 593-611 


1247 


IPB002899 


EB module 


IPB002899A 6.67 6.32e-09 415-421 
IPB002899A 6.67 6.32e-09 761-767 


1247 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494A 12.44 6.32e-09 652-685 


1247 


TDDAA4 O O A 

IPB003884 


Factor I membrane attack complex 


IPB003884F 16.26 7.27e-09 587-602 
IPB000034C 12.97 7.55e-09 296-314 
IPB001886E 10.90 7.83e-09 772-788 
IPB0O0561 4.89 8.71e-09 645-653 
1PB000561 4.89 8.71e-09 688-696 
PROOOllB 13.08 8.77e-09 681-699 
IPB000561 4.89 1.00e-08 253-261 


1249 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 5.04e-18 129-160 


1249 


PR01475 


Parkin signature IX 


PR01475I 10.01 8.01e-09 86-108 


1254 


IPB002209 


HBGF (heparin binding growth 


IPB002209B 26.84 8.50e-31 90-128 
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iactoryrljrr (iiurooiast growta 
iaciorj iamiiy 


IrrJUvZZUyv^ Z3.3j l.UUe-ly 13/-I04 


1254 


PR00262 


IL1/HBGF family signature I 


PR00262A 25.25 4.38e-ll 77-104 


1254 


PR00263 


Heparin binding growth factor family 
signature IV 


PR00263D 13.56 5.57e-ll 106-125 
rKUUZ03O o.D3 7.51e-10 90-102 
rKUUZOZr* Z3.jy l.UUe-Uo lUo-IZo 


1258 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 7.48e-10 165-202 


LZOU 


UrDUUUJOO 


otainmin 


Tpnnnno^/m o t i i one 0.41 
iruuuuyjoo y.4y /.3oe-ii ZU5-Z4I 


1260 


PR00345 


Stathmin family signature II 


PR00345B 6.89 9.15e-ll 207-235 


IzoU 


LrBUUujJi 


Tropomyosin 


lrBUUU533C lU.ol 3.0oe-09 1 13-154 


1261 


IPB000215 


Serpins 


IPB000215D 15.35 5.03e-14 324-350 
IPB000215A 13.01 2.91e-12 49-72 
IPB000215C 13.90 5.00e-09 216-230 


1262 


PR01377 


Claudin-1 signature I 


PR01377A 7.94 1.00e-16 22-33 


1263 


PR00328 


GTP-binding SARI protein signature 
I 


PR00328A 12.43 5.14e-12 27-50 
PR00328B 7.64 2.38e-ll 55-79 


1263 


IPB000251 


ADP-ribosylation factors family 


IPB000251A 23.98 9.70e-09 55-108 


1264 


IPB001919 


"Cellulose-binding domain, bacterial 
type" 


IPB001919B 14.22 2.97e-09 270-294 


1265 


PR00258 


Speract receptor signature II 


PR00258B 7.94 3.00e-16 493-504 
PR00258C 9.05 3.70e-14 62-72 
PR00258C 9.05 7.30e-14 508-518 
PR00258A 13.56 4.34e-13 474-490 
PR00258D 14.29 2.66V12 93-107 
PR00258D 14.29 4.55e-12 539-553 
PR00258A 13.56 7.20e-ll 133-149 
PR00258D 14.29 4.53e-10 294-308 
PR00258A 13.56 6.22e- 10 229-245 
PR00258C 9.05 4.83e-09 163-173 
PR00258E 14.06 5.72e-09 215-227 
PR00258E 14.06 7.20e-09 562-574 


1266 


PR00258 


Speract receptor signature II 


PR00258B 7.94 3.00e-16 493-504 
PR00258C 9.05 3.70e-14 62-72 
PR00258C 9.05 7.30e-14 508-518 
PR00258A 13.56 4.34e-13 474-490 
PR00258D 14.29 2.66e-12 93-107 
PR00258D 14.29 4.55e-12 539-553 
PR00258A 13.56 7.20e-ll 133-149 
PR00258D 14.29 4.53e-10 294-308 
PR00258A 13.56 6.22e-10 229-245 
PR00258C 9.05 4.83e-09 163-173 
PKOuzoob 14.00 d . /ze-uv zizhzz/ 
PR00258E 14.06 7.20e-09 562-574 


Iz/U 


DO A1 

rKU13US 


Invasion protein B family signature 

IV ! 


PR01305D 7.82 6.19e-09 423-436 


1273 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 1.00e-27 207-247 






\A A P In no <*<» 
lVLrVT KlIlooC 


ur duu j jz f\^> ih. / u z. y*K3-z / i yy-z*r / 


1273 


IPB000961 


Protein kinase (^terminal domain 


IPB000961C 15.48 5.95e-22 214-248 
IPB003527D 21.53 2.80e-17 256-297 


1273 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 3.29e-17 202-232 


1273 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095E 17.62 6.35e-17 215-260 


1273 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861F 16.50 9.81e-16 208-262 


1273 


PB000959 


POLO box duplicated region 


IPB000959B 15.68 3.01e-14 191-231 


1273 


IPB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.88e-14 201-247 
IPB001245B 21.68 6.19e-13 263-301 
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IPB003527G 17.26 3.20e-10 360-397 
IPB000961D 21.23 5.27e-10 259-300 
IPB000961A 16.82 3.33e-09 102-130 


1273 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 7.75&-09 214-232 


1275 


IPB001762 


Disintegrin 


IPB001762A 23.93 433e-23 458-498 


1275 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.54e-20 131-169 


1275 


PR00289 


Disintegrin signature I 


PR00289A 14.29 1.16e- 14 474-493 
IPB002870F 18.81 3. 03e- 14 402-426 
EPB002870E 11.90 2.46e-12 361-373 
IPB001762B 10.06 3.40e-12 505-515 
IPB001762A 23.93 9.20e-ll 426466 


1275 


IPB000130 


"Neutral zinc metallopepudases, 
zinc-binding region" 


EPB000130 5.86 1.56e-10 359-369 j 


1275 


PR00138 


Matrixin signature IV 


PR00138D 14.57 2.54e-10 359-384 
lrBOOzo/UU 10.31 4.//e-lU 3Z/-34Z 


1275 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 677-719 


1275 


PR00480 


Astacin family signature II 


PR00480B 14.35 5. 57e-l 0354-372 


1275 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.43e-10 5-28 


1275 


IPB001818 


Matrixin 


IPB001818D 14.91 l.72e-09 353-384 
PR00289B 11.74 3.80e-09 503-515 
IPB002870A 12.22 6.54e-09 85-101 


1275 


IPB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 654-699 


1275 


PR01236 


Tumour necrosis factor beta 
Oymphotoxin-alpha) signature I 


PR01236A 4.92 7.49e-09 17-33 
IPB002870C 11.01 9.64e-09 295-305 


1277 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 l.OOe- 12 341-353 
PR01415A 12.73 2.29e-ll 302-314 


1277 


PR01256 


Otxl transcription factor signature II 


PR01256B 5.92 4.44e-09 431-443 
PR01256B 5.92 9.39e-09 432-444 


1278 


PR00756 


Membrane alanyl dipeptidase (Ml) 
family signature IV 


PR00756D 10.78 7.75e-l 8 412-427 
PR00756A 12.71 1.45e- 17 245-260 
PR0O756B 15.53 2.04e-14 297-312 
PR00756E 10.37 5.68e-09 431-443 


1278 


IPB000130 


"Neutral zinc metallopepudases, 
zinc-binding region" 


IPB000130 5.86 6.57e-09 412-422 


1278 


IPB002594 


Glycoside hydrolase family 12 


IPB002594A 4.24 1.00e-08 26-35 


1288 


IPB000483 


Leucine rich repeat Oterminal 
domain 


IPB000483 11.18 6.85e- 13 252-266 


1288 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 5,64e-09 164-177 


1288 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB0030O6B 20.23 6.19e-09 348-385 
PR00019B 11.42 8.91e-09 112-125 


1290 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 4. 18e- 12 83-96 
PR00019A 11.72 l.00e-10 86-99 
PR00019A 11.72 1.67e-10 111-124 


1290 


IPB00O483 


Leucine rich repeat C-terminal 
domain 


1PB000483 11.18 7.43e-10 131-145 


1290 


IPB000267 


Asparaginase/glutaminase family 


IPB000267A 12.78 7.67e-09 11-27 


1290 


nnni CIO 

PR01528 


EDG-4 lysophosphatidic acid 
receptor signature II 


nnni cnon o OA O A Q~ AO 1 1 A \AA 

rKUl 52oB 3.89 o.4oe-Uy 13U-144 


1292 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.85e-09 195-232 


1293 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.85e-09 195-232 


1295 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.35e-20 92-126 


1295 


PR00007 


Complement C1Q domain signature 
ffl 


PR00007C 16.13 5.93e-14 159-180 
PR00007B 15.63 1.66e-13 112-131 
IPB001073C 13.07 2.25e-13 159-178 
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IPB001073D 7.60 6.40e-12 191-200 
ff B001073A 22. 14 4.67e-l 1 32-66 
PR00007D 9.66 6.29e-10 189-199 
PR00007A 20.64 3.68e-09 86-112 


1295 


PR00513 


5 -hydroxytryptamine IB receptor 
signature IV 


PR00513D 10.60 9.80e-09 50-67 




JrJKU14ol 


Neurotensin type 2 receptor signature 
VI 


PR01481F 1 1.66 8.46e-28 236-259 
PR01481E 6.05 7.87e-25 214-235 
PR01481C 15.05 1.00e-17 150-163 ! 


1296 


PR01479 


Neurotensin receptor signature II 


PR01479B 12.40 2.43e-17 89-101 
PR01481A 7.58 3.54e-16 1-13 
PR01481B 6.68 1.45e-15 14-26 
PR01481D 4.62 2.19e-15 164-175 
PR01479E 8.74 3.70e-15 305-315 
PR01479D 13.10 6.57e-14 294-304 
PR01479A 8.89 1.00e-13 29-39 


1296 


PR00237 


Rhodopsin-like GPCR superfemily 
signature VI 


PR00237F 14.34 9.33e-13 269-293 
PR00237G 19.23 4.44e-12 314-340 


1296 


PR00665 


Oxytocin receptor signature IV 


PR00665D 10.30 1.32e-ll 108-124 
PR01479F 8.03 5.19e-ll 342-352 
PR00237A9.81 733e-10 34-58 
PR00237D 9.76 7.43e-10 125-146 


1297 


IPB001101 


Plectin repeat 


IPB001101C 6.05 3.42e-35 894-946 


1297 


IPB001589 


Actinin-type actin-binding domain 


IPB001589C 16.73 1.78e-31 285-316 
IPB001589D 26.07 2.55e-27 340-383 
IPB001101M9.29 7.80e-27 1607-1657 
IPB001101Z 7.76 2.12e-25 3013-3066 
IPB001101B 12.20 1.00e-24 791-844 
IPB001101F 10.86 3.20e-22 1078-1126 
IPB001101E6.00 7 


1297 


IPB002017 


Spectrin repeat 


IPB002017A 14.19 3.25e-ll 246-262 
IPB001101Q 7.28 8.69e-ll 2855-2892 
IPB001101S 8.38 9.52e-ll 2695-2738 
IPB001101N 4.86 2.32e-10 1779-1833 
IPB001101N4.86 3.81e-10 1758-1812 
IPB001101N 4.86 3.87e-10 1737-1791 
IPB001 101R 5.90 3.91e-10 31 12-3165 
IPB001 10 IT 7.36 5.01 e- 10 2720-277 r 4 
IPB001 101 W 10.36 5.46e-10 3033-3062 
IPB001 101T 7.36 5.53e-10 3067-3121 
1PB001101R 5.90 2.07e-09 2727-2780 


1297 


1PB000237 


GRIP domain 


IPB000237B 30.66 2.76e-09 2392-2442 

TOD AA 1 1 A 1 /*"V T O O 1 o*7_ Art O i o 

IrBOOllOlQ 7.28 3.27e-09 3166-3203 


1297 


IPB001664 


mici lutHiiaic iuameni proteins 


LrJ30Uloo4B 17.44 5.92e-09 1742-1781 
IPB001101O 8.21 6.25e-09 1767-1800 


1297 


IPB002079 


"Gag polyprotein, inner coat protein 
pl2" 


IPB002079J 10.53 6.85e-09 1766-1794 


1297 


IPB001715 


Calponin homology (CH) domain 


1PB00 1 7 1 5 A 1 0 74 7 OfW)Q 941 -9^1 
IPB001 101W 10.36 7.63e-09 2798-2827 
IPB001589E 11.55 8.94e-09 389-398 


1297 


IPB003865 


Prolyl 4-hydroxylase alpha subunit 
C-terminus 


IPB003865A 20.35 9.33e-09 2093-2137 
EPB001 101X 9.00 9.86e-09 3063-3096 


1298 


IPB001101 


Plectin repeat 


IPB001101C 6.05 3.42e-35 906-958 


1298 


IPB001589 


Actinin-type actin-binding domain 


IPB001589C 16.73 1.78e-31 297-328 
IPB001589D 26.07 2.55e-27 352-395 
IPB001101M 9.29 7.80e-27 1619-1669 , 
IPB001101Z 7.76 2.12e-25 3025-3078 
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IPBOOIIOIB 12.20 1.00e-24 803-856 
IPB001101F 10.86 3.20e-22 1090-1138 
IPB001101E6.007 


1298 


DPB002017 


Spectrin repeat 


IPB002017A 14.19 3.25e-ll 246-262 
IPB001101Q7.28 8.69e-ll 2867-2904 
IPB001101S 8.38 9.52e-ll 2707-2750 
IPB001101N4.862.32e-10 1791-1845 
IPB001 101N 4.86 3.81e-10 1770-1824 
IPB001101N4.863.87e-10 1749-1803 
IPB001 101R 5.90 3.91&-10 3124-3177 
IPB001 101T 7.36 5.01e-10 2732-2786 
IPB001 101W 10.36 5.46e-10 3045-3074 
IPB001 101T 7.36 5.53e-10 3079-3133 
IPB001101R 5.90 2.07e-09 2739-2792 


1298 


IPB000237 


GRIP domain 


IPB000237B 30.66 2.76e-09 2404-2454 
IPB001101Q 7.28 3.27e-09 3178-3215 


1298 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 5.92e-09 1754-1793 
IPB001101O 8.21 6.25e-09 1779-1812 


1298 


EPB002079 


"Gag polyprotein, inner coat protein 
pl2" 


IPB002079J 10.53 6.85e-09 1778-1806 


1298 


IPB001715 


Calponin homology (CH) domain 


IPB001715A 10.74 7.00e-09 241-251 
IPB001101W 10.36 7.63e-09 2810-2839 
IPB001589E 1 1.55 8.94e-09 401-410 


1298 


IPB003865 


Prolyl 4-hydroxylase alpha subunit 
C-terminus 


IPB003865A 20.35 9.33e-09 2105-2149 
IPB001 101X 9.00 9.86e-09 3075-3108 


1306 


IPB000998 


MAM domain 


EPB000998C 18.63 9.65e-15 510-525 
IPB000998D 18.66 2.41e-14 575-598 
IPB000998B 17.20 4.55e-10 430-442 


1306 


PR00020 


MAM domain signature I 


PR00020A 20.48 7.62e-10 428-446 
PR00020C 12.01 4.78e-09 509-520 


1308 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 726-766 
IPB001552D 24.88 5.35e-19 635-677 
IPB001552C 25.04 7.75e-15 581-621 
IPB001552B 18.05 3.19e-12 530-552 
IPB001552A 1 1.25 6.90e-10 503-514 


1309 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 708-748 
IPB001552D 24.88 5.35e-19 617-659 
IPB001552C 25.04 7.75e-15 563-603 
IPB001552B 18.05 3.19e-12 512-534 
IPB001552A 1 1 .25 6.90e-10 485-496 


1310 


1PB002524 


Cation efflux family 


IPB002524B 23.89 5.20e-17 86-125 


1310 


1PB003452 


Stem cell factor 


IPB003452B 19.11 6.63e-09 145-193 


1311 


PR00215 


Neuromodultn signature in 


PR00215C 13.82 7.58e-10 743-763 


1311 


PR00194 


Tropomyosin signature IV 


PR00194D 9.54 7.19e-09 622-645 


1311 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422A 13.23 7.43e-09 718-762 


1314 


IPB000569 


HECT domain (Ubiquitin-protein 
ligase) 


BPB000569C 20.19 8.94e-30 2270-2299 


1314 


TDDAAA1 or 

1PB000135 


High mobility group proteins HMGl 
and HMG2 


IPB000135D 2.13 9.00e-17 361-385 
EPB000135D 2.13 7.04e-16 370-394 
IPB000135D 2.13 3.70e-15 360-384 
IPB000135D 2.13 5.50e-15 364-388 
IPB000135D 2.13 7.43e-15 367-391 
IPB000135D 2.13 7.94e-15 365-389 
IPB000569A 16.82 8.58e-15 2 


1314 


IPB001580 


Calreticulin family 


IPB001580F 2.93 5.50e-10 370-379 


1314 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 6.26e-10 352-399 
IPB001580F 2.93 7.75e-10 369-378 
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IPB000135D 2.13 8.34e-10 351-375 
IPB000569B 18.58 8.92e-10 2233-2249 


1314 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 8.97e-10 359-386 


1314 


IPB002889 


WSC domain 


IPB002889B 11.762.88e-09 1392-1438 
IPB000135D 2.13 4.09e-09 381-405 
IPB000135D 2.13 4.18e-09 352-376 
IPB000135D 2.13 4.36e-09 353-377 
IPB002889B 11.764.66e-09 1440-1486 


1314 


IPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 6.26e-09 1429-1442 
IPB000135D 2.13 6.27e-09 349-373 
IPB001580F 2.93 6.40e-09 374-383 
IPB000135D 2.13 6.45e-09 382-406 
IPB002889B 11.76 6.81e-09 1458-1504 
IPB002000D 5.87 7.11e-09 1434-1447 
IPB002889B 11.76 7.47e-09 1417-1463 
IPB001990C 33.59 7.51e-09 347-394 
IPB000135D 2.13 8.36e-09 350-374 
IPB002889B 11.76 9.53e-09 1402-1448 


1314 


IPB000637 i 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 9.73e-09 369-387 


1314 


PR01073 


Presenilin 1 signature III 


PR01073C 1.45 9.89e-09 367-378 


1317 


PR0U45 


Thyrotropin receptor precursor 
signature I 


PR01145A 6.74 9.10e-ll 3-22 


1317 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 7.66V09 35-51 


1321 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 7.88e-12 335-348 
PR00019B 11.42 1.33e-10 477-490 
PR00019A 1 1.72 4.00e-10 480-493 
PR00019A 1 1.72 4.33e-10 338-351 


1321 


IPB001580 


Calreticulin family 


IPB001580F 2.93 4.94e-10 648-657 
IPB001580F 2.93 4.94e-10 649-658 
IPB001580F 2.93 4.94e-10 650-659 
PR00019B 11.42 5.33e-10 167-180 
PR00019A 1 1 .72 4.00e-09 454-467 


1321 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


[PB000135D 2.13 4.64e-09 637-661 
PR00019B 11.42 7.55e-09 193-206 
PR00019B 1 1.42 7.55e-09 309-322 
PR00019B 1 1.42 7.82e-09 45 1-464 
IPB000135D 2.13 8.55e-09 635-659 


1322 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.14e-12 297-334 


1322 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 8-21 


1323 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 8-21 


1324 


IPB003884 


Factor I membrane attack complex 


IPB003884A 12.20 7.06e-09 34-45 


1328 


PR00258 


Speract receptor signature II 


PR00258B 7.94 5.00e-16 654-665 
PR00258B 7.94 6.50e-16 30-41 
PR00258B 7.94 6.50e-16 204-215 
PR00258A 13.56 9.70e-14 635-651 
PR00258B 7.94 2.58e-13 316-327 
PR00258B 14.06 4.16e-13 491-503 
PR00258A 13.56 5.63e- 13 402-418 
PR00258A 13.56 6.14e-13 185-201 
PR00258B 7.94 6.62e-13 421-432 
PR00258C 9.05 9.18e-13 45-55 
PR00258A 13.56 1.22e-12 1 1-27 
PR00258A 13.56 1.22e- 12 297-313 
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PR00258E 14.06 1.98e-12 99-111 
PR00258B 14.06 9.22e-l2 273-285 
PR00258D 14.29 2.00e-l 1 468-482 
PR00258D 14.29 3.20e-ll 700-714 
PR00258D 14.29 2.76e-10 250-264 
PR00258C 9.05 4.95e-10 219-229 
PR00258C 9.05 4.95e-10 331-341 
PR00258B 14.06 5.42e-10 385-397 
PR00258D 14.29 8.06e-10 362-376 
PR00258C 9.05 7.51e-09 436-446 


1333 


IPB000970 


"Developmental signaling protein, 
Wnt-1 family" 


IPB000970E 22.74 1.00e-40 202-255 
IPB000970F 23.43 1. 5 le-40 307-355 
IPB000970C 13.22 2.80e-25 101-132 
IPB000970B 14.73 6.14e-23 65-88 


1333 


PR01349 


Wnt protein signature IV 


PR01349D 8.90 3.81e-20 222-237 
IPB000970D 13.85 3.48e-17 167-186 
PR01349C 10.34 3.86e-15 167-179 
PR01349A 11.18 8.55e-14 103-117 
PR01349B 10.00 3.32e-12 122-135 
PR01349E 12.39 5.61e-ll 283-294 


1333 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 4.20e-10 137-171 
IPB000970A 13.08 5.78e-10 41-56 


1335 


PR00245 


Olfactory receptor signature I 


PR00245A 10.98 8.92e-l 1 59-70 


1335 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 3.61e-09 18-30 


1337 


IPB001522 


"Fatty acid desaturase, type 1" 


IPB001522D 12.81 1.00e-40 119-154 
IPB001522F 22.32 1.00e-40 241-295 
IPB001522E 20.55 5.85e-36 163-216 
IPB001522C 14.10 2.89e-33 81-117 


1337 


PR00075 


Fatty acid desaturase family 1 
signature IV 


PR00075D 13.27 3.57e-33 131-160 
PR00075C 10.51 3.40e-22 94-1 14 
PR00075G 10.50 6.62e-20 268-282 
PR00075E 11.60 6.46e-18 192-210 
PR00075A 16.73 9.44e-17 47-67 
PR00075F 14.62 8. 8 le- 16 225-246 
PR00075B 13.44 4.56e-14 71-93 
IPB001522B 29.55 6.82e-12 29-80 


1339 


IPB000135 


High mobility group proteins HMGl 
and HMG2 


IPB000135D 2.13 2,57e-17 46-70 
IPB000135D 2.13 9.86e-17 43-67 
IPB000135D 2.13 6.10e-l6 45-69 
IPB000135D 2.13 1.77e-15 47-71 
IPB000135D 2.13 2.93e-15 44-68 
IPB000135D 2.13 3.83e-15 41-65 
IPB000135D 2.13 2.95e-14 48-72 
IPB000135D 2.13 7.93e-14 42-66 
IPB000135D 2.13 7.81e-13 49-73 


1339 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 3.41e-l 1 40-75 | 
IPB000135D 2.13 9.08e-ll 40-64 
IPB000135D 2.13 9.69e-ll 50-74 


1339 


IPB001580 


Calreticulin family 


IPB001580F2.93 l.OOe-10 50-59 
IPB000135D 2.13 2.17e-10 51-75 
IPB000135D 2.13 3.15e-10 39-63 
1PB0O158OF 2.93 4.94e-10 57-66 
PB001580F 2.93 4.94e-10 58-67 
IPB001580F 2.93 5.50e-10 56-65 
IPB001580F 2.93 6.06e-10 54-63 
IPB001580F 2.93 7.75e-10 49-58 
IPB001422C 16.82 7.99e-10 43-78 
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IPB001422C 16.82 8.58e-10 42-77 
IPB000135D 2.13 8.63e-10 38-62 
IPB001580F2.93 8.88e-10 51-60 
IPB001422C 16.82 9.05e-10 46-81 
IPB001580F 2.93 9.44e-10 59-68 
IPB001422C 16.82 5.61e-09 48-83 
IPB000135D 2.13 6.27e-09 37-61 
IPB001422C 16.82 6.40e-09 44-79 
IPB001580F 2.93 6.40e-09 52-61 
IPB001422C 16.82 8.99e-09 47-82 


1339 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 L00e-08 45-63 
IPB001580F 2.93 1.00e-08 61-70 


1340 


IPB004000 


Actin and actin-like 


IPB004000C 8.664.86e-20 137-191 
IPB004000D 13.38 5.70e-16 267-321 


1340 


PR00190 


Actin signature VI 


PR00190F 7.36 2.20e-14 135-154 

TIM - * AA i AAA A A #W A A* A 1A C A A 

IPB004000A 9.97 4.64e-13 5-43 
IPB004000B 6.57 5.80e-12 83-133 


1341 


PR01333 


Two pore domain K+ channel 
signature I 


PR01333A 18.74 4.00e-18 125-153 


1341 


PR01463 


EAG/ELK/ERG potassium channel 
family signature VI 


PR01463F 4.09 1.95e-12 243-260 
PR01333B 10.39 9.71e-10 255-264 


1341 


PR01526 


EDG-6 sphingosine 1-phosphate 
receptor signature IV 


PR01526D 5.56 9.71e-09 1-16 


1343 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.20e-10 348-385 


1344 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 833-848 
IPB000998B 17.20 1.62e-ll 761-773 


1344 


PR00020 


MAM domain signature I 


PR00020A 20.48 3.62e-ll 759-777 
PR00020C 12.01 8.12e-10 832-843 
IPB000998D 18.66 9.61e-10 898-921 


1344 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 7.11e-09 354-376 


1344 


PR00096 


Glutamine amidotransferase 
superfamily signature HI 


t\T\ A A A A A*~*i 4 A AAA A A A A /* in 

PR00096C 15.85 9.28e-09 534-547 


1345 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 3.92e-13 127-167 


1345 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 1.37e-12 75-91 


1345 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.88e-10 231-268 


1345 


rn r^* a a a a Ct 

IPB002328 


Zinc-containing alcohol 
dehydrogenase 


IPB002328C 11.03 8.84e-10 76-90 


1346 


IPB000224 


Vesiculovirus phosphoprotein 


1PB000224A 7.26 o.74e-10 437-470 


1346 


IPB000135 


High mobility group proteins HMG1 
and HMu2 


IPB000135D 2.13 7.16e-10 430-454 


1346 


PR00449 


Transforming protein P21 ras 
signature I 


PR00449A 12.48 8.16e-10 83-104 






uir i/UDU vj 1 1 -Dm ciing proiem 
family signature I 


PRftfW?fiA R 7ft Q RS-lftS 

IPB000135D 2.13 3.09e-09 434-458 


1346 


IPB000619 


Guanylate kinase 


IPB000619A 18.08 4.21e-09 85-102 


1346 


PR00905 


Hypothetical mycoplasma lipoprotein 
(MG045) signature Vm 


PR00905H 6.88 5.89e-09 343-363 


1346 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.14e-09 84-99 | 


1346 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 9.57e-09 86-99 


1346 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 9.69e-09 79-99 


1346 


IPB000795 


GTP-binding elongation factor 


DPB000795A 10.67 9.77e-09 84-99 
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lrijuuui jjL) zas y.oze-i/y Hzy-^oj 


1348 


Tin t\r\ a f\f 

PR00406 


-— . 

Cytochrome B5 reductase signature 

VI 




1348 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.48e-ll 473-510 
IPB003006B 20.23 4.60e-10 291-328 
IPB003006B 20.23 3.08e-09 190-227 


1348 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 8.83e-09 891-905 


1349 


PR00698 


C.elegans Srg family integral 
membrane protein signature V 


PR00698E 14.65 2.76e-09 97-122 


1349 


IPB002146 


ATP synthase B/B' CF(0) 


IPB002146 21.39 o.94e-09 174-212 


1350 


IPB000215 


Serpins 


IPB000215D 15.35 1.4Ie-18 311-337 

ttvtiaaaoi c A 11 Al 0 1A« 1 O TO nc 

LPB000215A 13.01 o.zye-lo /z-yD 
IPB000215C 13.90 1.53e-15 207-221 

ttvtjaaaoi en i c itz. n nA« 1*2 0*70 a(\i 
iPBUUUZlMl lj.iO /.UUe-IJ 3/o-4Uz 

IPB000215B 9.87 4.68e-ll 180-192 


1352 


IPB001737 


Ribosomal RNA adenine 
dimethyl ase 


JLrBUUl/3/A Z/Ai o.Me-lU 134-1 /y 


1355 


IPB000906 


ZU5 domain 


TT>r> aaaaa/t/"" 1 *>c oc c oo« in noi on 1 

irBOOUy UoO zo . o.zise- 1 u 1 o4-z i z 
IPB000906A 22.49 3.16e-09 58-100 


1356 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 6.54e-13 385-423 


1356 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 3.97e-l 1 389-443 I 


1356 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 381-422 
IPB001245A 22.45 3.18e-10 332-372 


1356 


IPB001359 


Synapsin 


IPB001359H 22.58 7.12e-l0 696-746 
IPB001359H 22.58 4.84e-09 695-745 


1356 


IPB002889 


WSC domain 


IPB002889B 11.76 6.8le-09 1510-1556 
IPB002889B 11.76 9.25e-09 1491-1537 


1357 


IPB001359 


Synapsin 


IPB001359H 22.58 7.l2e-l0 289-339 
IPB001359H 22.58 4.84e-09 288-338 


1357 


IPB002889 


WSC domain 


IPB002889B 11.76 6.81e-09 1103-1149 
IPB002889B 11.76 9.25e-09 1084-1130 


1358 


PR00237 


Rhodopsin-like GPCR superfemily 
signature VII 


PR00237G 19.23 9.64e-15 41-67 


1358 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276D 9.40 5.05e- 12 51-67 
IPB000276C 8.03 8.50e- 1 1 8- 19 


1359 


PR01041 


Methionyl-tRNA synthetase 
signature V 


PR01041E 16.72 2.69e-17 306-321 
PR01041D 11.02 7.43e-13 276-287 

nnni a /1 1 A 11 /to O /CO,, 1 0 /n £A 
JrKUlU41A 1 1.4U o.Ooe-13 4/-OU 


1359 


IPB001412 


Aminoacyl -transfer RNA synthetases 
class-I 


IPB001412B 6.33 8.71e-12 344-354 

DO A1 A/1 ID It Cft /I AjCa. AO OO 0£ 

FKU1041I5 n.->y 4.uoe-uy oz-yo 


1359 


PR01038 


Arginyl-tRNA synthetase signature II 


DDAi Aoon n 1 O O CO AO CO 7? 

rK.01U3oBy.lz /.ooe-uy ->y- /D 


1360 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB00O353A 18.51 7.30e-27 42-91 


1363 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 374-411 


1365 


PR01360 


Inter! eukin-1 receptor antagonist 
precursor IL-1RA signature VI 


PR01360F 14.44 9.86e-18 116-134 


1365 


PR00264 


Interleukin-1 precursor family 
signature m 


PR00264C 19.37 4.90e-16 108-123 
PR01360E 9.69 9.33e-13 95-115 


1365 


IPB000975 


Interleukin-1 


IPB000975E 28.12 3.57e-12 95-134 


1365 


PR01357 


Interleukin-1 alpha/beta precursor 
family signature VI 


PR01357F 17.87 7.15e-10 108-123 
PR00264A 18.63 9.85e-09 55-75 


1366 


IPB001599 


Alpha-2-macrogl obulin family 


IPB001599L 18.66 4.15e-28 1224-1251 
IPB001599F 18.95 7.00e-24 786-815 
IPB001599H 18.42 6.40e-20 999-1026 
EPB001599N 24.85 7.69e-20 1417-1449 
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IPB001599A 10.97 9.69e-18 123-141 


1366 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 1237-1251 
IPB001599M 13.294.71e-13 1364-1375 
IPB001599G 13.87 8.94e-13 967-976 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 729-739 
IPB001599J 20.99 3.00e-ll 1065-1090 
IPB0015991 10.83 7.60e-ll 1034-1043 
IPB001599K8.15 1.46e-10 1194-1205 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 11.06 9.77e-09 75o-/oD 


1368 


IPB001526 


Ly-6/u-PAR domain 


IPB001526C 13.04 7.55e-15 90-105 
IPB001526A 13.24 9.14e-ll 12-27 
IPB001526B 12.26 7.75e-10 46-55 


1967 ! 


IPB001400 


Somatotropin hormone family 


rnr»AAi At\c\X\ t ft/Vo. OO ftft IOC 

IPB001400B 23.62 1.90e-28 99-133 
IPB001400A 14.85 4.91e-16 55-78 


1967 


PR00836 


Somatotropin hormone family 
signature II 


n n AAOt/n 1 T Ct\ 1 A A — 1 A 111 lift 

PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1968 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1968 . 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1969 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1969 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1970 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1970 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1971 


IPB000215 


Serpins 


IPB000215E 15.36 5.76e-17 425-449 
IPB000215A 13.01 3.42e-15 111-134 
IPB000215D 15.35 8.05e-ll 346-372 
IPB000215C 13.90 1.29e- 10 241-255 
IPB000215B 9.87 6.04e-10 214-226 


1972 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 2-20 


1973 


IPB000734 


Lipase 


IPB000734 10.25 8.50e-09 468-482 


1977 


IPB000689 


UbiH/COQ6 monooxygenase family 


IPB000689D 28.07 7.83e-39 377-427 
IPB000689B 27.03 9.59e-28 217-251 
IPB000689C 18.76 3.74e-24 262-286 
IPB000689A9.il 1.25e-ll 52-64 


1977 


PR00420 


Aromatic-ring hydroxylase 
(flavoprotein monooxygenase) 
signature lH 


PR00420C 12.44 8.53e-ll 373-388 


1977 


PR01001 


FAEMependent glycerol-3- 
phosphate dehydrogenase family 
signature I 


PR01001A 8.45 1.60e-09 51-63 

nnAAii^AA t C AT O fif _ Aft O *7 >< 

PR00420A 15.97 3.95e-09 52-74 
PR00420B 13.97 8.53e-09 215-230 


1 AQA 


TDHAAAQ/1C 


Cytochrome c family heme-binding 
site 


TPRftOOAAS 0O^7 19e-0Q 1^1-16S 


1982 


IPB002610 


Rhomboid family 


IPB002610C 5.81 3.81e-10 262-272 
IPB002610B 5.33 6.81e-09 203-213 


1984 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001 124D 21.85 2.50e-12 251-287 
IPB001 124C 25.71 5.08e-ll 184-227 


1985 


IPB000817 


Prion protein 


IPB000817A 8.34 6.40e-09 70-112 
IPB000817A 8.34 8.67e-09 64-106 


1988 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


EPB001442F 15.05 1.00^40 585-628 
EPB001442C 14.98 4.82e-40 498-532 
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IPB001442A 26. 12 4.09e-39 259-3 1 1 
IPB001442D 15.34 1.00e-34 533-564 


1988 


IPB000885 


Fibrillar collagen Otenninal domain 


IPB000885B 19.15 1.93e-27 300-353 
IPB001442A 26.12 8.93e-27 103-155 
IPB001442A 26.12 9.69e-27 106-158 
BPB001442A 26.12 4.19e-26 368-420 
IPB000885A 11.464.80e-26 363-400 
IPB001442A 26.12 6.52e-26 1 12-164 
IPB001442A 26.12 9.71 


1988 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 9.18e-19 374-408 
IPB000885B 19.15 9.40e-19 309-362 
IPB000885B 19.15 9.40e-19 373-426 
IPB001442A 26.12 9.42e-19 265-317 
IPB001442A 26.12 9.77e-19 133-185 
IPB0OO885B 19.15 1.12e-18 81-134 
IPB001442A 26.12 1.33e 


1988 


IPB001285 


Synaptophysin/synaptoporin 


IPB001285F 6.39 4.08e-09 340-384 
IPB000885B 19.15 4.11e-09 48-101 
IPB000885B 19.15 4.35e-09 174-227 
IPB001442B 12.38 4.41e-09 257-277 
IPB001442B 12.38 4.41e-09 417-437 
IPB000885B 19.15 4.68e-09 147-200 
IPB000885B 19.15 4.68e- 


1988 


IPB000817 


Prion protein 


IPB000817A 8.34 7.73e-09 258-300 
IPB001073A 22.14 7.75e-09 76-110 
IPB001442B 12.38 7.81e-09 25-45 
IPB001073A 22.14 7.89e-09 151-185 
IPB001073A 22.14 8.31e-09 416-450 
IPB000817A 8.34 8.39e-09 255-297 
IPB001442B 12.38 8.42e-09 363-383 
IPB001442A 26.12 8.59e-09 160-212 
IPB001442A 26.12 8.90e-09 40-92 
IPB001442B 12.38 8.91e-09 429-449 
IPB000885B 19.15 8.94e-09 324-377 
IPB001073A 22.14 9.30e-09 82-1 16 
IPB001073A 22.14 9.30e-09 307-341 
IPB001442B 12.38 9.64e-09 323-343 
IPB001073A 22.14 9.72e-09 148-182 
IPB000885B 19.15 9. 84e-09 412-465 


1989 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 1.18e-14 111-149 
IPB000033D 30.18 6.25e-ll 67-105 
IPB000033C 11.58 6.40e-10 135-149 
IPB000033C 11.58 8.07e-09 48-62 
IPB000033C 11.58 8.07e-09 91-105 


1990 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 1.18e-14 111-149 
IPB000033D 30.18 6.25e-ll 67-105 
IPB000033C 11.58 6.40e-10 135-149 
IPB000033C 11.58 8.07e-09 48-62 
IPB000033C 11.58 8.07e-09 91-105 


1992 


PR00205 


Cadherin signature 11 


PR00205B 20.09 4.94e-l4 H4-143 
PR00205D 12.22 9.3le-14 198-217 , 
PR00205F 19.57 1.53e-12 167-193 
PR00205D 12.22 8.20e-l 2 93-112 
PR00205G 13.05 2.46e-l 1 201-218 
PR00205G 13.05 3.93e-l 096-113 


1992 


IPB002126 


Cadherin domain 


IPB002126B 12.04 7.68e-10 102-119 
PR00205A 17.38 8.15e-09 160-179 


1993 


PR00205 


Cadherin signature II 


PR00205B 20.09 4.94e-t4 114-143 
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PR00205D 12.22 9.31e-14 198-217 
PR00205F 19.57 1.53e-12 167-193 
PR00205D 12.22 8.20e-l2 93-112 
PR00205G 13.05 2.46e-ll 201-218 
PR00205G 13.05 3.93e-10 96-113 


1993 


IPB002126 


Cadherin domain 


IPB002126B 12.04 7.68e-10 102-119 
PR00205A 17.38 8.15e-09 160-179 


1994 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


1995 


PR01534 


Vomeronasal type 1 receptor family 
signature V 


PR01534B 7.16 1.23e-09 5-19 


1996 


IPB000221 


Protamine PI 


IPB000221 5.48 2.97e-12 124-150 
IPB000221 5.48 9.30e-12 113-139 
IPB000221 5.48 2.19e-ll 153-179 
IPB000221 5.48 2.59e-ll 114-140 
IPB000221 5.48 3.91e-ll 128-154 


1996 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B5.265.88e-ll 148-182 I 
IPB000221 5.48 6.16e-ll 142-168 
IPB000221 5.48 6.43e-ll 149-175 
IPB000221 5.48 7.62e-ll 110-136 
IPB000492B5.269.35e-ll 129-163 
IPB000492B5.269.35e-ll 152-186 
IPB000221 5.48 2.73e-10 168-194 
IPB000221 5.48 4.70e-10 112-138 
IPB000221 5.48 4.70e-10 144-170 
IPB000492B 5.26 6.97e-10 153-187 
IPB000492B 5.26 8.12e-10 156-190 
IPB000492B 5.26 8.53e-10 155-189 
IPB000221 5.48 8.89e-10 151-177 
IPB000492B 5.26 9.06e-10 128-162 
IPB000492B 5.269.69e-10 150-184 
IPB000221 5.48 1.00e-09 133-159 
IPB000221 5.48 1.46e-09 115-141 
IPB000221 5.48 3.31e-09 159-185 
IPB000221 5.48 3.31e-09 172-198 
IPB000492B 5.26 3.84e-09 125-159 
IPB000221 5.48 5.15e-09 157-183 
IPB000221 5.48 5.27e-09 102-128 


1996 


PR00055 


HTV TAT domain signature in 


PR00055C 9.12 5.92e-09 66-82 
EPB000221 5.48 6.19e-09 166-192 
IPB000492B 5.266.38e-09 144-178 
IPB000492B 5.26 6.67e-09 157-191 
IPB000221 5.48 6.88e-09 147-173 
IPB000221 5.48 6.88e-09 161-187 
IPB000492B 5.26 7.75e-09 127-161 
IPB000492B 5.26 8.34e-09 115-149 


1996 


IPB000271 


Ribosomal protein L34 


IPB000271 15.87 9.78e-09 161-198 
IPB000492B 5.26 9.90e-09 161-195 
IPB000221 5.48 1.00e-08 126-152 


1998 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.91e-ll 52-89 
IPB003006B 20.23 3.52e-l0 155-192 
IPB003006B 20.23 1.69e-09 250-287 
IPB003006B 20.23 4.81e-09 437-474 


1998 


PR01536 


Interleukin-l receptor type I and type 
II family signature III 


PR01536C 19.92 5.85e-09 59-82 


1999 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 8.60e-ll 313-332 


2000 


IPB001140 


ABC transporter transmembrane 


IPB001140A 21.73 2.00e-19 107-153 
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region 


IPB001 MOB 15.62 4.44e-10 222-260 


2000 


IPB000795 


Ct J *P-bindin ff elongation faptnr 


IPB000795A 1 0 67 7 R8p-1 ft 1 0A.1 


2000 


PR00326 


GTP1/OBG GTP-bindinff nrotein 
family signature I 


PR00326A 8 70 4 4Q*.ftQ 101 1A1 


2000 


IPB000897 


GTP-riindinp <HpTia1 rennonitinn 

VJ i X iflllUlllg fllgllBl 1 wWU^ill Lllrli 

particle (SRP54) domain 


IPB0008Q7A 0 IS ^ S7p HO 19A_1^Q 


2000 


EPB001324 


Pfio<!T»riorihii1ftlfinjiQ^ familv 

X lll/dJSllVJi XUUIUBJiulOC lolllli jr 


TPRflft1^74A 1ft 10 a OAfv no in iqq 


2001 


IPB001422 


iiwiu uiuvsuuiiii ^vj-rvr^rj J 


ll JDIA/ 1*+-£Z,V_, lO.OZ J.ZOe-lU //O-olj 


2001 


PR01217 


Prnlinp rich PYtwiovn ctona+ii-rp VTT 
riVJUlu 11 VI J CA L&lloiU olglulLlllC V 11 


PP Hi o 1 7G a no 7 i £o_no mo io ,4 


2001 


IPB003134 


Repeat in HSl/Cortactin 


IPB003134F 15.66 7.29e-09 776-824 
PR01217D 4.57 7.49e-09 562-583 


2001 


IPB000996 


Qathrin light chain 


IPB000996B 20.25 7.82e-09 752-804 


2001 


IPB002079 


"Gag polyprotein, inner coat protein 
piz 


IPB002079J 10.53 9.19e-09 779-807 


9001 


Ix 13 vUU 1 JJ 


rugn moDiiity group proteins rlMO 1 

and HMOO 
aXlxl xxxvivjx 


TDDAAA1 OCA 11 zTtfN c\ _ Art ^/n o i t 

IPB0U0135A 1 1.69 9.62e-09 763-817 


2001 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 9.64e-09 375-392 


2001 


jp R 001 1 01 


x icciin repeal 


roDnm i ni v o ci n ao— Art i *>rt 

IPBOullOlK 8.53 9.92e-09 96-139 


2002 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 
IPB001552D 24.88 5.35e-l 9 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 






MAM domain 


IPB000998D 18.66 1.96e-15 546-569 


2003 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 


2003 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 126-141 




TPRAA1 OQ1 
Ir DUU 1 Bo 1 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 

TDDArtl ooin 10 OO A Tf_ i *> 10^ 111 

IroUOloollJ 12.2a 4.75e-13 126-137 


2003 


1PB001 774 


i~sciui ociiinc iigoua 


lrl5UUl//4C 18.25 9.13e-13 88-130 
irJ3UUUyyor> I/.zU l.UUe- 12 428-440 


2003 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-l 1 426-444 
IPB000998C 18.63 5.30e-l 1 483-498 
Lrl5UUl5oll3 IZ.Z6 o.joe-11 253-264 


2003 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


2003 


IPB0G0561 


XivJr-lJKJC UUIIld.111 


lroUUUDol 4.oy 3.25e-10 97-105 


2003 


IPB000033 


"Low-density lipoprotein (ldl) 

rprpntnr VWTTi rpnmt" 

i cucpiui , iwiu repeal 


IPB000033B 7.05 5.35e-10 258-268 

IDDAAAm 1 0 *7 AC C fiT- AA on ooo 

IrlsUOUUJixJ /.05 5.y/e-09 213-223 


2003 


IPB000167 


j-zciiy in ill 


TDDAAA1^C7A O CO *7 1 /I Art 1/lA O^t 

LrDUUUlo/A 6.J0 /.I4e-Uy 340-367 


2003 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 175-195 


2004 


IPB0D125 0 . 


tJHT nnpot 

1>XXL. ICpCiU. 


IDDAA 1TCOD OO £.\ A O/U IT iao 

lrJaiHJl258J3 28.61 4.30e-17 102-136 

TDDAAIOCOD OO C 1 *7 AA™. 1*7 O >IO 

IrrJUUiZDoD 2o.ol 7.00e-17 8-42 
IPB001258B 28.61 5.60e-ll 55-89 


2005 


IPB000198 


luiuu/vr umiioiii 


rDnnnnioc/^ k »q <? n« \c aco ntn 
irtjuuuiyiso io.4y o.Jie-io y52-yo9 

IPB000198B 12.47 9.10e-15 862-879 


2005 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 3.89&-11 753-768 
IPB000198A 15.95 9.61e-10 810-826 


2005 


BPB002551 


Coronavirus SI glycoprotein 


IPB002551J 18.56 3.60e-09 499-540 


2005 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369C 24.81 4.27e-09 65-105 | 


2005 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 7.24e-09 1054-1093 


2007 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 9.21e-105-22 


2008 


IPB003164 


Alpha adaptin carboxyl-terminal 
domain 


IPB003164L 9.84 1.00&40 48-82 
IPB003164N 8.78 1.00^40 184-222 
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IPB003164O 13 71 1 OOfwin 9rs 31Q 
IPB003164S 13 40 1 00e-40 353-304 
IPB003164R 10 50 2 35e-38 320-352 
IPB003164O 13.89 8.62e-35 223-255 
IPB003164P 12.26 7.65e-33 256-284 
IPB003164M 10.25 5.18e-31 107-138 
IPB003164T 10.57 4 86e-25 395-414 


2013 


IPB001359 


Synapsin 


IPB001359H 22.58 2.75e-09 14-64 j 
IPB001359H 22.58 3.62e-09 40-90 


2015 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 5.71e-09 22-36 


2016 


IPB003134 


Repeat in HSl/Cortactin 


IPB003134F 15.66 1 48e-09 145-103 


2017 


PR01297 


Colicin lysis protein signature 1 


PR01297A 6.60 6 02e-09 16-29 


2018 


PR00205 


Cadherin signature IV 


PR00205D 12.22 3.25e-16 37-56 
PR00205G 13.05 1.37e-13 40-57 
PR00205F 19.573.10e-13 6-32 
PR00205C 13.59 6.62e-09 23-35 


2020 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862C 26 48 8 94e-09 113-161 


2021 


IPB001909 


KRAB box 


IPB001909 17.37 8.65e-30 56-90 


2022 


IPB001909 


KRABbox 


IPB001909 17.37 8.65e-30 56-90 


2024 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 1.00e-16 35-57 


2026 


IPB000822 


"Zincfineer C2H2 tvne" 


TPT4nn AQOO 1 A til 7 AAn o>l CA C C*7A 


2026 


IPB001909 


KRABbox 


TPRfini QAO 17 1*7 7 Q/Za. 01 1*2/1 iro 

IPB000822 14.67 2.29e-17 573-598 
rPFMVinR99 14. £7 1 C7a_n 407 ci*) 
TPRftftOR99 14 £7 9 <Ao_11 Crfft 


2026 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 4.32e-ll 570-583 

PP 00045? A 0 04 S 1 1 4R4_4Q7 
rjvwvwA y.JfH 1 454-4:7/ 

PR00048A 0 04 Q S3e-1 1 ^4?-^^^ 
PR00048B 5.52 1.00e-10 558-567 
PR00048A 9 94 3 86e-10 512-525 


2026 


IPB001012 


UBX domain 


IPB001012A 12.95 7.00e-10 297-312 


2026 


IPB001580 


Calreticulin family 


IPB001580F 2 93 1 00e-09 30S-314 
PR00048B 5.52 6.50e-09 500-509 


2026 


PR01073 


Presenilin 1 signature III 


PR01073C 1 45 6 62e-00 300-31 1 


2026 


IPB0O0135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 9.73e-09 298-322 


2029 


IPB001599 


AIpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2029 


IPB001134 


"Netrin, C-terminus" 


IPB001 1 34P 1 7 89 4 1 3f^1 3 79 R£ 
IPB001599K8.15 1.46e-10 29-40 


2031 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15 19 5 9fo»_in 17-11 


2032 


IPB000483 


Leucine rich repeat C- terminal 
domain 


IPB000483 1 1 1 R 6 R5<*-1 3 11 R 1 19 


2032 


PR00019 


Leucine-rich repeat signature I 


PR00019A 1 1 79 7 14^.1 1 97-4T1 
PR00019B 11.42 8.09e-09 24-37 


2033 


IPB000483 


Leucine rich repeat Oterminal 
domain 


IPB000483 1 1 1 R 6 RSe-1 1 1 1 R 1 19 


2033 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 27-40 
PR00019B 11.42 8.09e-09 24-37 


2034 


IPB000203 


GPS domain 


IPB000203A 18.40 9.25e-20 991-1021 
IPB000203B 13.98 8.88e-15 1111-1132 


2034 


IPB000832 


G-protein coupled receptors family 2 
(secretin-like) 


IPB000832C 19.53 9.46e-13 1111-1140 


2034 


PR00249 


Secretin-like GPCR superfemily 
signature III 


PR00249C 15.44 1.73O-10 1113-1136 
IPB000832G 15.17 7.81e-09 1281-1306 


2035 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 3.45e-21 51-76 



WO 2004/080148 



PCT/US2003/030720 



435 
TABLE 3B 









PB000822 14.67 4.00e-19 79-104 
IPB000822 14.67 3.40e-16 23-48 


2035 


PR00048 


v^z-xix- iy pc zinc linger signature 1 


TVDAAAviO A f\ f\ A f f A 1 A r\r\ »»*» 

rRUUU48A 9.94 6.54e-14 20-33 


2035 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.05e-14 11-50 
1PB001275 19.17 2.14e-13 39-78 
PR00O48B 5.52 4.00e-l 1 92-101 

T>T> f\f\C\A O A f\ t\A /~ i it "-if c\r\ 

PKUUU4eA 9.94 6.21e~l 1 76-89 
PR00048B 5.52 6.25e-ll 64-73 
PR00048A 9.94 5.09e-10 104-117 
PR00048B 5.52 2.00e-09 8-17 
IrUUUlz/D 1SJ.1 / 4.53e-09 67-106 
PR00048A 9.94 8.12e-09 48-61 


2035 


PR00995 


36kDa capillovirus serine protease 
(S35^ signature VT 


PR00995F 16.50 9.73e-09 1-19 


2038 


PR00049 


WilfTt's titmnnr r\rrvt fin ctcrncitiir** TV 


v>v> r\c\f\A on a aa o t 1 „ t n o 11 
rKUUU4yjJ U.UU o./le-lO 8-22 

PR00049D 0.00 9.43e-10 9-23 


2038 


IPB003861 


R4 nrotpin 


inn AA1 OtZ 1 T> A AiC i r\o_ nn n *»i 

irxSUUJoolB 9.06 1.98e-09 17-31 
rKWwyJJ U.UU z.37e-09 12-26 
rlvWlR'yJLI u.uu z.D3e~uy 11-25 
PR00049D 0.00 436e-09 10-24 


2038 


IPB002999 


Xudor domain 


TDDAAOQQAD *7 <A *7 cc« AA to 01 
TPRAA9QOOR 7 Kfi 1 cc tt aa 1 j| n 

ijri3uuzyyyt> /.du /.D3e-oy 14-22 

rPROn^QQQR 7^/18 aa 11 i a 
irD\j\jz,yyyD /.«>u o.joe-uy l l-iy 


2038 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.88e-09 199-224 


2039 


IPB001310 


HIT fHistidine triads familv 


IPRAAI^I AA 1 Q IfZ 1 Ka. 1Q 1 CV7 007 ! 

irBVU id IUA lo. /O 3.ZOe-lo 197-227 
IPR AA 1 1 AR 0 1 HA *7 Ola n o/C1 007 

ixDuuij luD zi .uu z.y_>e-iz zoi-zo / 


2039 


PR00332 


Histidine triad family signature IT 


rivuwjzD ih-.vz o.zoe-iu zuy-zz/ 


2039 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 


2040 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2040 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e~l 0209-227 


2040 


IPB000822 


"Zinc fin per P9T4? tvrv»" 
t-tiux* migCti y y^fjULiz, type j 


lrJt>UU0o22 14.672.13e-09 339-364 


2041 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2041 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 209-227 


2041 


IPB000822 


zanc linger, i^zrtz type 


IPB000822 14.67 2.13e-09 339-364 


2042 


IPB000135 


High mobility group proteins HMG1 
and HMO? 


IPB000135D 2.13 4.52e-10 102-126 
IPB000135D 2.13 9.71e-10 104-128 1 
IPB000135D 2.13 9.90e-10 101-125 
IPB000135D 2.13 3.18e-09 105-129 
IPB000135D 2.13 9.55e-09 103-127 


2043 


PR00074 


PrVYtfMTl— Iv/CITlf* /LnviMoca -~ 

i i utcui~i jratiuc o-oxioasc precursor 
si mature VI II 


PR00074H 17^9 8. lie- 19 264-283 

ODAAAT/fD 11 1/1 1 DO 1/ inn 111 

rKlAA)/4JG 11.34 3.8oe-16 193-213 
PR00074F 1 1.47 6.65e-16 217-238 
rK.UUU/4Jti /.3o4.yoe-12 126-150 


2043 


IPB001695 


Lysyl oxidase 


IPB001695E 9.12 5.70e-12 110-151 
PR00074D 21.66 2.94e-10 171-192 


2043 


PR00258 


Speract receptor signature I 


PR00258A 13.56 3.70e-10 5-21 
PR00258C 9.05 4.95e-10 43-53 
PR00258D 14.29 6.29e-10 76-90 
IPB001695F 11.10 6.24e-09 151-179 i 


2046 


PR01254 


Prostaglandin D synthase signature 11 


PR01254B 12.05 1.17e-09 339-349 


2048 


IPB000374 ! 


Phosphaudate cytidylyltransferase 


IPB000374B 15.86 2.06e-27 375-402 
IPB000374A 12.59 3.65e-16 271-283 


2049 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 7.95e-ll 118-132 
PR00320B 12.82 2.08e-10 118-132 
PR00320C 12.32 4.33e-09 118-132 
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2052 


PR01446 


Claudin-8 signature m 


PR01446C 9.62 2.27e-09 119-131 


2053 


IPB002884 


Proprotein convertase P-domain 


IPB002884B H 69 ^fvOQ 1 14-111 


2054 


IPB000361 


Hypothetical hesB/yadR/yfliF family 


IPB000361B 19.14 3.08e-19 122-153 
IPB000361A 17.83 2.71e-16 73-93 


2055 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.28e-10 133-170 


2055 


IPB000920 


Myelin P0 protein 


IPB000920C 15.78 3.92e-09 161-213 


2055 


PR00213 


Myelin P0 protein signature V 


PR00213E 5.51 8.97e-09 179-203 


2058 


IPB00144? 


|* form 1 r> n 1 -wcxnan+mi <1mm mh 

v^-icnnindi tanaem repeaiep oomain 
in type 4 procollagen 


1PB001442A 26.12 3.17e-17 27-79 
IPB001442A 26.12 3.60e-17 33-85 
IPB001442A 26.12 1.21&-16 39-91 


2058 


IPBO00885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 2.19e-16 35-88 
IPB000885A 1 1.46 5.06e-16 40-77 
IPB001442A 26.12 6.02e-16 30-82 
IPB000885B 19.15 3.65e-15 44-97 
IPB000885B 19.15 4.39e-15 26-79 
IPB000885B 19.15 4.49e-15 32-85 
1PB001442A 26.12 9.29e-15 24-76 


2058 


PR00453 


Von Willebrand factor type A 
domain signature I 


PR00453A 11.78 1.75e-14 107-124 
IPB000885A 11.46 2.29e-14 43-80 
IPB000885A 11.46 3.92e-14 52-89 
IPB000885B 19.15 6.97e-14 29-82 
IPB001442A 26.12 7.65e-14 42-94 
IPB001442A 26.12 8.63e-14 45-97 
IPB001442A 26.12 1.00e-13 36-88 
IPB000885A 11.46 2.89e-13 37-74 
JPB000885A 11.46 6.33e-13 49-86 
IPB000885B 19.15 7.07e-13 38-91 
IPB000885B 19.15 7.46e-13 41-94 


2058 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 1.72e-12 45-79 
LPB000885A 11.46 5.93e-I2 55-92 
IPB000885A 1 1.46 6.04e-12 46-83 

rDDno i mi a on 1 a i a o— to ao do 
LrDUUlU/5A 22.14 7.48e-12 48-82 

IPB000885B 19.15 7.84e-12 23-76 

irnUUUoojiJ iy. I j o.ooe-lZ 47-100 

FPR00144TR 19 1R Q R5a-19 £1 ftl 


2059 


IPB001541 


SUR2-tvt>e hvdroxvlase/desatiirsi<»» 
catalytic domain 


IPRftfll^AI A 19 1A ^ 1 aaco 
IPBG01S41R 1 1 fiS 4 Rfw*_ftQ 197 \1& 


2060 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


EPB003006B 20.23 6.19e-09 134-171 


2061 


PR00918 


Calici virus non-structural polyprotein 
family signature 1 


PR00918A 13.81 3.59c-12 37-57 


2061 


IPB002078 


Sigma-54 factor interaction protein 
family 


IPB002078A 20.43 6.31e-10 43-77 


2061 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.1 le-10 42-57 


2061 


IPB000765 


GTP1/OBG family 




2061 


PR0O094 


Adenylate kinase signature I 


PR00094A 9.62 2.43e-09 44-57 


2061 


PR00830 


Endopeptidase La (Lon) serine 
protease (S16) signature I 


PR00830A 8.52 4.50e-09 47-66 


2067 


PR00874 


Fungi-IY metallothionein signature 

in 


PR00874C 4.37 6.50e-09 7-21 


2071 


PR01539 


Interleukin- 1 receptor type II | 
precursor signature IX 


PR015391 14.65 9.06e-09 223-246 


2074 


IPB001284 


Ribosomal protein L34e 


IPB001284A 18.97 3.48e-31 15-50 
IPB001284B 26.99 1.41e-28 53-85 


2074 


PR01250 


Ribosomal protein L34 signature IV 


PR01250D 13.87 2.69e-23 73-95 
PR01250B 13.36 7.92e-17 33-50 
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PP01 250P 0 5^ A 59#09 
IPB001284B 26 00 ^ 7Sft-ft0 89-1 14 


2076 


IPB000171 


Bacterial-tvne ohvtoene 
dehydrogenase 


IPB000171B 7 10 R 90«-ft0 904-104 


2077 


IPB001774 


Delta serrate ligand 


IPB001774D 10 23 5 Ole-OQ SO-Qfi 


2077 


IPB000034 


Laminin B 


IPB000034C 12 07 7 31e-0Q 84-102 


2077 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


2078 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2078 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


2078 


TPB000561 


Ff5R-liVp> rfrrmnm 

iAJr~UAC UUiUuLill 


li dvkjvdd i **.ojf o.u/e-</y 54-yz 


2079 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2079 


IPB0G0034 


T .QTYiinin W 
1 wlUlUUl JO 




2079 


lA DvvUJ U 1 


Jdvjjr iiivc uuniain 


TPTinnft^/ii 4 fto q /w«*_no o/i go 


2080 


PR00436 

JT IVWtJU 




.tivuuhjoa y.ooe-iu 14-0/ 


2081 


IPB001187 


Tissue Factor (TF) 


IPB001187G 15.20 7.00e-10 33-69 


iUO 1 




Complement Clq protein 


IrrJUUlU/JA Zz.14 Z.oye-Uy 146- loO 


2081 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 6.03e-09 205-219 
PR00049D 0.00 6.34e-09 207-221 
PR00049D 0.00 7.41e-09 203-217 


2081 


PR00499 


Neutrophil cytosol factor 2 signature 
I 


PR00499A 7.48 7.60e-09 791-808 


2081 


IPB001359 


Synapsin 


IPB001359H 22.58 8.08e-09 772-822 


2081 


IPB003036 


Gag P30 core shell protein 


IPB003036C 11.53 9.63e-09 155-171 


2082 


IPB001039 


"Major histocompatibility complex 
protein, Class P 


IPB001039B 27.55 3.01e-09 103-154 


2083 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2083 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2084 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
1PB003006B 20.23 1.00e-ll 248-285 


2084 


PR01536 


Interleukin-1 receptor type I and type 
II family signature HI 


PR01536C 19.92 9.23e-ll 547-570 
1PB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2085 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 l.OOe-ll 248-285 


2085 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 

IPB003006B 20.23 6.40e-10 54-91 
tptj nmnn^i} on q aA*±- in k Aft-Kin 

IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2086 


IPB002117 


p53 tumor antigen 


IPB002117A9.71 5.50e-15 13-23 


2087 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
EPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.2Qe-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 1 12-149 
IPB000074B 29.17 8.48e-09 201-254 
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2088 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 

TPRnftflfl7AR 9G no OA« 1 a cr% iic 
urBKJVVVfHD 2y. 1 / y.zue-10 62-1 15 

TPR^ftfl^74^ , 99 9** 9 aq oa 1 0*7 
IPB000074C 22.23 4.35e-09 1 12-149 
IPB000074B 29.17 8.48e-09 201-254 


2090 


IPB001211 


Phospholipase A2 


TPRft0191 1R 17 1£ 1 i9«»jii ao ifi 


2090 


PR00389 


Phospholipase A2 signature in 


PR00389C 17.85 2.50e-20 61-79 
PR00389B 10.67 6.91e-16 42-60 
IPB001211D 11.665.50e-14 109-124 
PR00389E 13.06 8.20e-14 109-125 
IPB00 1211C 14.62 1.56e-ll 84-102 


2091 


PR01217 


Proline rich extensin signature VI 


PR01217F 4.24 8.40e-09 65-82 


2092 


IPB001354 


Mandelate racemase/muconate 

lactrmiVtncr pn7vmp -fami'Iv 
iax>isjiiL£*Liig GlltyiUC Lull 111 J 


IPB001354C 32.55 1.00e-24 255-296 

TDD AA 1 Q C/1 "F\ <V> O t o o>i*> too 

Lrr5UUlJD4L> J2.92 2.U7e-I8 343-388 
IPB001354B 18.16 3.91e-18 132-158 


2094 


1PB000222 


Prntpin nlirtcntiQtacA 9P ciiK-forwil*/ 
i i uivill i^llUapJlaLaoc £\s SUOIamily 


1PJB000222F 19.87 4.94e-15 285-305 

TPRnAA99'>n \A /C OQ«> ic oci vtc 

irlJi;uU2221} 14.2o o.iJe-15 257-275 
IPB000222G 9.17 1.95e-12 311-324 

lrtt\J\JU£ZJA_, 0.64 Z. Use- 12 I70-lo5 

IPB000222H 9.33 7.97e-12 347-359 
IPB000222B 15.80 2.86e-10 144-154 
IPB000222D 11.74 2.74e-09 215-232 

TPRftflrt999I 8 Ol A 79«^AO Af\Q A\n 
ir 0 Lfu uzzzi o.yi 4. /ze-uy 4U8-41/ 


2095 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


TPRnnni ra 4710 k 1 a*7 1 00 

ITDUl/UlJZ O.OO 4./ le-lD 1U/-122 
irDWvlJZ o.SO I.4/e-i4 44-jy 


2095 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 1.47e-ll 107-118 


2095 


1PB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-ll 49-59 
IPB001881B 12.28 6.68e-ll 44-55 


2095 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 7.10e-10 49-59 j 

PP HAD 1 fl/** £ OR 7 /CCo_1 A in ni 

r jvwuiuv^ o.yo /.ooe-iu 112-122 
IPB001881B 12.28 2.57e-09 5-16 

TPRftAnfl^ ^R 7 Ac ^ 1 la no ill 1 00 

jltjdwuujjij /.uo j.ue-uy 112-122 


2095 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 5.7le-09 107-126 


2096 


PR00245 


Olfactorv recentor <Honatiirp TTI 


r K.UU24Dl^ 1 4.0D y.D JC- 17 21 6-234 


2096 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 

pDAAOA^n O 1A 1 C**<»_11 77B 

riWAJz/^jiJ y.o** l.DJe-1 J 2/o-2o7 
PRftfl9AS.R R OA £ Qia 10 nc 

rivuuz«#jii o.yo o.oie-iz J2j-j3o 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2096 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3. 83 e- 09 241-264 


2096 


PR00534 


Melanocortin receptor family 
signature I 


PRftn^^A 19 77 5 1 7a_AO Ol 1 AC 

PR00237C 14.77 5.91e-09 146-168 


2096 


PR00896 


Vasopressin receptor signature II 


PR AO SOAR O *lfL n 71o_AO 0*7 1 AO 

PR00237G 19.23 1.00e-08 314-340 


2097 


PR00245 


Olfactory receptor signature III 


PROfy?^^ 1 a £c. 0 1701c oo/i 

riw\/^*tJv> in.OJ y.Jje-l / Zlo-234 


2097 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.8ie-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
1PB000276D 9.40 3.08e-09 324-340 


2097 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2097 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2097 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 
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rlvlfUZJ ikj iy.Z3 l.OUe-Oo 314-34U 


2098 


BPB001169 


w Inteprin heta. d-terminii^ 1 * 


rPRflfil 7 AO vi /co A in yto^^o 

ir duu 1 1 oyj / .4z 4. o J ©- 1 0 4y-o2 


2098 


PR01186 


Tnteprin hptn <;nhimit <riimntiir#» VT 

llUvgl 111 \J&UL OUUU11U '7? 1 y.1 IPiUI Vr yvl 


PT>ni 1 Q.£V 7 OQ H T7o 1 A /IO >CO 

rKuiioojv /.jy /.z/e-iu 4y-oz 
PR01 186K 7.39 9.75e-09 15-28 


2102 


PR00193 


Myosin heavy chain signature HI 


PR00193C 11.66 9.77e-24 126-153 


2102 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4.84e-19 124-146 
PR00193B 12.36 6.81e-18 74-99 
IPB000857D 12.93 7.64e-12 153-191 
FR00193A 14.87 8.50e-12 14-33 
IPB000857B 11.35 1.00e-10 55-101 


2102 


PR00364 


i/iociwc icoi&tajii#c pruicm ol^IltllUrC 1 


rKUU304A o.zy 4.ooe-09 76-91 


2103 


PR00193 


Myosin heavy chain signature IH 


PR00193C 11.66 9.77e-24 126-153 


2103 




isore uomain in Kinesin ana myosin 
motors 


IPB000857C 10.82 4.84e-19 124-146 
PR00193B 12.36 6.81e-18 74-99 

TD"DnnnocTT\ 1*> oi t £ a ~ 10 i^*> 
IPU000557D 12.93 7.64e-12 153-191 

PPnniO^A \A qt 0 cn Q n i/i 
rKUUiyJA 14.5/ o.30e-lZ 14-33 

n>PflfinR^7n nn-, in <c iai 


2103 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 76-91 


2105 


IPB002350 


xvoz^u-ijpc sciiiic pr ulc<isc inniDiiCT 
family 


lr dUUZ3jU 31. /o 2.ooe-lo 77-117 


2105 


fPR00071fi 

1TDUUU/ lO 


1 hyroglobulin type-1 repeat 


IPB000716C 17.62 2.88e-18 274-292 
IrJtJUOO/loD 15.49 7.1oe-15 296-310 


2109 


IPB000483 


Leucine rich repeat C-tenninal 

UUlLldlU 


IPB000483 11.18 5.50e-13 45-59 


2111 


IPB000221 

li. A~F\J \J\J £ t V. 




IrtSWvZzi dAo 3.0ae-09 3-29 


2112 


PR01415 


Ankyrin repeat signature II 


PR01415B 10.23 5.88e-09 26-38 


2113 




\juuzK v^dpsia protein vr^ 
rHemaffffl utini n\ 

^X lvillQg^i U U IImHj 


IPB00(Hl6P 15.37 7.00e-09 188-226 


2114 


IPB000416 


Outer ("latvsid nrntpin \TPA 
rHemafffflutinin^ 


1 DRnnn>l 1 /CO 1 < o*7 *7 nn«. nn 1 00 nn/r ! 


2115 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 17-32 


2115 


PR00020 


MAM domain QiDnntirrv* TTT 

^'i^ii'i uuiuailJ Oily MiUlC 1X1 


rKUUUZUO lz.Ul 0. IZe-tO lo-27 

IPB000998D 18.66 9.61e-10 82-105 


2116 


IPB000998 


\A \\A Hrvmain 

1VLTV1YJ. UULUOUl 


irJtSUUUyVoU lo.o3 1. 95 e- 12 17-32 


2116 


PR00020 


MAM domain signature III 


PR00020C 12.01 8.12e-10 16-27 
LrBUUUyyKU lo.OO y.ole-io 82-105 


2118 


IPB002642 


Lysophospholipase catalytic domain 


IPB002642E 18.19 6.91e-10 86-1 11 


2119 


1PB002642 


T v<:nnhfv?nhnlini)cp /vitalvHr* H nm oin 
i^jravpiiUdpiiUiipcldC vauliyuC UOIUain 


lrJjuUzo4zb 10. 19 o.91e-10 86-1 11 


2120 


IPB000817 


Prion protein 


IPB000817A 8.34 7.73e-10 255-297 


2120 


IPB00144? 


v^-icTTninaj lanaem repeated uomain 
in type 4 procollagen 


1PB001442A 26.12 7.26e-09 262-314 


2122 


IPB003006 


Tim wfi i in exen t%r\itli*% nM/| mn I r\* 

uiuijuiiugiuuuiiii dnQ major 
histocompatibility complex domain 


11*150030066 20.23 1.43e-13 72-109 


2122 


IPB003531 


oiiur i iiciiidiopuietin recepior iamny 
1 


1FB003531C 15.87 9.38e-ll 318-335 


2123 


IPB003006 


■mmiltmclnhiilin nnH rnainr 
iiujiiuiivgii/iiuiiii <uiu iiiajur 

histocompatibility complex domain 


TDnnninniCD on *>o i ai~. io to inn 
lrJt>UU3UUul3 zU.z3 1.43e-13 /2-109 


2123 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 318-335 


2124 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 L43e-13 72-109 


2124 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 318-335 


2125 


IPB000008 


C2 domain 


IPB000008C 23.37 7.94e-25 109-148 


2125 


PR00360 ! 


C2 domain signature I 


PR00360A 15.18 1.60e-13 107-119 


2125 


PR00399 


Synaptotagmin signature D 


PR00399B 14.30 1.69e- 12 94-107 
1PB000008D 14.83 3.86e-U 164-182 
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PR00360B 11.64 5.94e-ll 136-149 
PR00399C 15.89 4.98e-10 151-166 
PR00399D 12.72 6.33e-10 171-181 
PR00399A 15.05 8.65e-09 79-94 


2126 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.78e-14 142-180 


2126 


IPB001670 


Iron-containing alcohol 
dehydrogenase 


IPB001670D 13.90 5.50e-09 158-173 


2130 


CPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 7.53e-26 8-60 


2130 


IPB000885 


Fibrillar collagen Oterminal domain 


IPB000885B 19.15 4.52e-24 1-54 
IPB000885B 19.15 2.38e-23 19-72 
IPB001442A 26.12 8.04e-23 11-63 
IPB001442A 26.12 8.83e-23 20-72 
IPB000885B 19.15 2.32e-224-57 
IPB001442A 26.12 2.93e-22 5-57 
IPB001442A 26.12 5.37e-22 17-69 


2130 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 87-103 
IPB001442A 26.12 7.91e-16 26-78 
IPB000885A 11.46 1.49e-15 33-70 
IPB000885A 11.46 5.74e-15 24-61 
IPB000885B 19.15 5.98e-15 28-81 ! 
IPB000885A 11.46 8.30e-15 9-46 
IPB000885A 11.46 2.99e-14 30-67 
IPB000885B 19.15 4.13e-14 31-84 


2130 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 17-51 
IPB000885A 11.46 8.60e-14 39-76 
IPB000885B 19.15 2.17e-13 34-87 
1PB001073A 22.14 7.89e-13 23-57 
PR00258B 7.94 8.42e-l3 106-117 
IPB001442A 26.12 2.17e-12 35-87 
EPB001442B 12.38 2.98e-12 24-44 
IPB001442B 12.38 5.58e-12 21-41 
IPB001073A 22.14 6.94e-12 20-54 
IPB001073A 22.14 8.38e-l2 11-45 
IPB001442A 26.12 8.47e-12 32-84 
IPB001442B 12.38 8.47e-12 12-32 
IPB001073A 22.14 8.74e-12 29-63 
IPB001442B 12.38 9.69c-12 15-35 
IPB001442B 12.38 1.71e-ll 51-71 
IPB001442B 12.38 2.86e-ll 9-29 
IPB001073A 22.14 3.83e-ll 14-48 
1PB000885B 19.15 5.90e-ll 40-93 
IPB001442B 12.38 8.86e-ll 6-26 
IPB001073A 22.14 9.17e-ll 44-78 
IPB001073A 22.14 9.50e-ll 2-36 
IPB001073A 22.14 1.15e-10 8-42 
IPB001073A 22.14 2.83e-10 26-60 


2130 


IPB000817 


Prion protein 


IPB000817A 8.34 2.88e-10 1-43 

TDD AH AC O CD lO 1C A Art™ in 1*7 fift 

IPB000885A 11.46 4.23e-10 42-79 
IPB001073A 22.14 4.81e-10 47-81 
IPB001073A 22.14 5.12e-10 50-84 
IPB001073A 22.14 6.03e-10 5-39 i 
IPB001442A 26.12 9.26e-10 38-90 
IPB001442B 12.38 1.24e-09 18-38 | 
IPB001073A 22.14 2.13e-09 41-75 
IPB001442B 12.38 2.70e-09 3-23 
IPB001442B 12.38 4.65e-09 45-65 
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IPB001442B 12.38 5.62e-09 27-47 
EPB000885A 1 1.46 5.87e-09 45-82 
IPB001442B 12.38 6.84e-09 48-68 


2131 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 7.53e-26 8-60 


2131 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 1-54 
IPB000885B 19.15 2.38e-23 19-72 
IPB001442A 26.12 8.04e-23 11-63 
IPB001442A 26.12 8.83e-23 20-72 
IPB000885B 19.15 2.32e-22 4-57 

rDtJAAl A AO A O/l lO O f\1~ t> c cn 

IPB001442A 26.12 5.37e-22 17-69 


2131 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 87-103 
IPB001442A 26.12 7.91e-16 26-78 
IPB000885A 11.46 1.49e-15 33-70 
EPB000885A 11.46 5.74e-15 24-61 
IPB000885B 19.15 5.98e-15 28-81 
IPB000885A 11.46 8.30e-15 9-46 
IPB000885A 1 1.46 2.99e-14 30-67 
IPB000885B 19.15 4.13e-14 31-84 


2131 


1PB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 17-51 
IPB000885A 11.46 8.60e-14 39-76 
IPB000885B 19.15 2.17e-13 34-87 
IPB001073A 22.14 7.89e-13 23-57 
PR00258B 7.94 8.42e-13 106-117 
IPB001442A 26.12 2.17e-12 35-87 
IPB001442B 12.38 2.98e-12 24-44 
IPB001442B 12.38 5.58e-12 21-41 
IPB001073A 22.14 6.94e-12 20-54 
IPB001073A 22.14 8.38e-12 11-45 
IPB001442A 26.12 8.47e-12 32-84 
EPB001442B 12.38 8.47e-12 12-32 
IPB001073A 22.14 8.74e-12 29-63 
JLPB001442B 12.38 9.69e-12 15-35 
1PB001442B 12.38 1.71e-ll 51-71 
IPB001442B 12.38 2.86e-il 9-29 
IPB001073A 22.14 3.83e-ll 14-48 
IPB000885B 19.15 5.90e-ll 40-93 
1PB001442B 12.38 8.86e-ll 6-26 
IPB001073A 22. 14 9.17e-l 1 44-78 
IPB001073A 22.14 9.50e-ll 2-36 
IPB001073A 22.14 1.15e-10 8-42 
IPB001073A 22.14 2.83e-10 26-60 


2131 


IPB000817 


Prion protein 


IPB000817A 8.342.88e-10 1-43 
IPB000885B 19.15 4.09e-10 37-90 
IPB000885A 1 1.46 4.23e-10 42-79 
IPB001073A 22. 14 4.81e-10 47-81 
IPB001073A 22.14 5.12e-10 50-84 1 
IPB001073A 22. 14 6.03e-10 5-39 
IPB001442A 26.12 9.26e-10 38-90 
IPB001442B 12.38 1.24e-09 18-38 
EPB001073A 22.14 2.13e-09 41-75 
IPB001442B 12.38 2.70e-09 3-23 
EPB001442B 12.38 4.65e-09 45-65 
IPB001442B 12.38 5.62e-09 27-47 
IPB000885A 1 1 .46 5.87e-09 45-82 
IPB001442B 12.38 6.84e-09 48-68 
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IPB001073A 22.14 9.30e-O9 38-72 


2132 


IPB000237 


GRIP domain 


IPB000237B 30.66 3.22e-10 427-477 


2133 


EPB001909 


KRAB box 


IPB001909 17.37 6.50e-34 63-97 


2133 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.20e-22 354-379 
IPB000822 14.67 5.09e-21 438-463 
IPB000822 14.67 5.50e-20 606-631 
IPB000822 14.67 7.00e-20 578-603 
IPB000822 14.67 3.25e-19 522-547 1 
IPB000822 14.67 4.00e-19 326-351 
IPB000822 14.67 7.00e-19 410-435 
IPB000822 14.67 4.46e-18 494-519 
IPB000822 14.67 6.14e-17 382-407 
IPB000822 14.67 3.40e-16 550-575 
IPB000822 14.67 4.00e-16 466-491 


2133 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 547-560 
PR00048A 9.94 8.07e-13 351-364 
PR00048A 9.94 3.12e-12 519-532 
PR00048A 9.94 4.71e-12 379-392 
PR00048A 9.94 4.7le-12 463-476 
PR00048B 5.52 7.00e-12 619-628 




H>"DAA1 nc 

lr dXa) IZ/j 


DM UNA binding domain 


IPB001275 19.17 7.04e-12 398-437 
PR00048A 9.94 7.88e-12 631-644 
PR00048A 9.94 1.95e-ll 603-616 
PR00048A 9.944.32e-ll 575-588 
PR00048B 5.52 5.50e-ll 451-460 
PR00048A 9.94 1.00e-10 323-336 
IPB001275 19.17 1.36e- 10 426-465 
IPB001275 19.17 1.49e- 10 482-521 
PR00048A 9.94 5.09e-10 435-448 
IPB001275 19.17 5.14e-10 510-549 


2133 


IPB002817 


ThiC femily 


IPB002817H 1 1.39 5.42e-10 349-364 
PR00048A 9.94 5.91e-10 491-504 
IPB001275 19.17 8. 18e-10 314-353 
IPB001275 19.17 9.15e-10 454-493 
PR00048B 5.52 9.36e-10 507-516 
IPB001275 19.17 939e-i0 342-381 
IPB001275 19.17 939e-10 370-409 
PR00048B 5.52 2.00e-09 339-348 
IPB000822 14.67 2. 13e-09 634-659 
PR00048B 5.52 2.50e-09 591-600 
IPB001275 19.17 2.71e-09 594-633 
PR00048B 5.52 3.00e-09 535-544 
IPB001275 19.17 3.62e-09 538-577 
PR00048A 9.94 438e-09 407-420 


2133 


IPB000306 


"FYVE Zn-finger, 


IPB000306 8.96 4.71e-09 350-362 
rKUU04oB 5.52 5.50e-09 423-432 
IPB000306 8.96 5.76e-09 630-642 
IPB000306 8.96 6.03e-09 434-446 
PR00048B 5.52 7.00e-09 367-376 
IPB002817H 1 1.39 7.34e-09 433-448 
IPB001275 19.17 8.18e-09 566-605 


2133 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.62e-09 375-409 


2137 


IPB000954 


Aminotransferase class-in pyridoxal- 
phosphate 


IPB000954B 21.02 9.38e-21 191-230 
IPB000954D 13.61 5. 74e- 1 7 277-295 
1PB000954C 12.88 9.44e-14 240-255 


2138 


IPB000954 


Aminotransferase class-in pyridoxal- 
phosphate 


IPB000954B 21.02 9.38e-21 191-230 
IPB000954D 13.61 5.74e-17 277-295 
IPB000954C 12.88 9.44e-14 240-255 
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2139 


IPB0019S4 


OCIlIlv fJIULCaaGdy ujrL/oui lAtliiijr 




2139 


PR00722 


Chymotrypsin serine protease family 
(SI) signature I 


PR00722A 12.06 4.54e-14 34-49 


2139 


IPB000001 


Kringle 


IPB000001D 11.31 7.56e-12 33-49 


2139 


IPB000177 


Apple domain 


IPB000177K 13.19 2.57e-10 35-67 
PR00722B 12.69 6.85e-10 90-104 






Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 3.89e-ll 10-25 
IPB000152 8.86 4.86e-l 1 128-143 




IrB0018ol 


Calcium-binding EGF-like domain 


IPB001881B 12.28 7.63e-ll 10-21 


2142 


PR00010 


Type II EGF-like signature HI 


PR00010C 6.98 2.74e-10 133-143 


zl4z 


IPB002899 


EB module 


IPB002899B 11.81 5.59e-10 116-128 
IPB002899B 11.81 5.59o-10 157-169 
IPB001881B 12.28 6.57e-10 128-139 
LPB001881B 12.28 8.29e-10 169-180 
IPB001881A 8.72 9.36e-10 41-50 
IPB000152 8.86 9.72e-10 169-184 




tphaai c^o 

IroUU 1 oOZ 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 9.81e-l0 26-73 
IPB001862F 29.39 1.28e-09 102-149 


2142 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.03e-09 133-143 
PR00010A 12.91 7.27e-09 37-48 


2142 


IPB000561 


EGF-like domain 


IPB000561 4.89 7.43e-09 96-104 
IPB000561 4.89 7.43e-09 137-145 


2144 


IPB000608 


Ubiquitin-conjugating enzymes 


IPB000608 27.71 7.95e-12 72-116 


2146 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2147 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2148 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB00218IC 15.87 2.64e-10 71-83 


2151 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 248-287 
IPB002027C 19.67 2.74e-22 167-205 
IPB002027B 12.67 7.97e-12 103-122 


2159 


PR00503 


Bromodomain signature IV 


PR005O3D 19.24 3.57e-21 432^51 


2159 


IPB001487 


Bromodomain 


IPB001487B 17.44 2.13e-19 423-444 | 
PR00503B 10.44 4.37e-19 105-121 
IPB001487A 11.44 5.20e-19 106-124 
PR00503C 19.09 4.00e-l7 121-139 
IPB001487A 1 1.44 9.53e-16 399-417 
PR00503A 14.57 4.00e-14 89-102 
PR00503B 10.44 8.64e-14 398-414 
PR00503D 19.24 9.25e-13 139-158 
IPB001487B 17.44 1.58e-12 130-151 
PR00503C 19.09 6.70e-l 1 414-432 


91 SO 


TPRAOI 
IrtiKpJlDVj 


**M\A) centre or cytochrome c 
oxidase, sub unit II and nitrous oxide 
reductase" 


IPB001505B 15.93 5.94e-l0 417-466 
IPB001505A 18.04 1.17e-09 104-151 


2159 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 5.13e-09 496-535 
PR00503A 14.57 6.8le~09 382-395 


2159 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 7.49e-09 250-271 


2159 


PR01503 


Treacher Collins syndrome protein 
Treacle signature H 


PR01503B 3.77 7.64e-09 714-727 


2159 


IPB000574 


Tyraovirus coat protein 


IPB000574A 32.18 7.78e-09 265-312 


2159 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.07e-09 266-278 


2159 


IPB001359 


Synapsin 


IPB001359H 22.58 8.5le-09 204-254 
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2159 


IPB001978 


TVntwni fi 


TPRnniQ7Rp 99 oo o i<;«^fto kai <t> 

jxduu iy / or> zz.yy y. ije-l/y }»no/z 


2160 


IPB002862 


Prntpin of imlmnwn fiinrtiom TYf TP1 

1 1 UlCill Ul UUA11UW1I lUUVUvlI J—' Ul 1U 


ix r>uuzoozi^ ii. ju y.oye-uy ou-oz 


2164 


IPB000961 


Prntpin Irinacp f^-fprnriiTinl fintnain 
xiuiciij tuiiaoC \s icujiiiiiu uuninii i 


ixouuuyoiJL/ Z1.ZJ D.zye-zy /-4o 


2164 


EPB001245 


Tvrncinp Irinncp pntatvHf* Hnmain 


TP"Rf\fi1 9dfTR 91 AO 9 fiHo-IO 1 1 /lO 

it r>wu i z*t jx> z i .Oo z.oue-iy n-4y 


2164 


IPB000861 

IX UVVUOU1 


Plft\J/i4irk«li i lin/rh cAc\r\f\ rfi rv-Kir> Hi n <r 

repeat 


ixJouuuooio \d. id y.oue-lo 1.5-Oz 


2164 


IP BO0 1771 

XX Ouv 1 / / 


I\JIl<utG aooUClaLCU uumaiii 1 


LrrJUUl / /zc z4.oo z.zoe- 14 oy-lUo 


2164 


IPR00^97 

AX D\J\JDj£* 1 


IVLrvi KJIldoC 


lri5UUJjz/lj l/.zo o.ooe-14 ol-llo 
IPB001772D 21.67 4.73e-13 18-57 
IPB003527D 2L53 4.66e-l 1 445 


2164 


IPB000095 




TPDAnnAO^i? i/£ An o «a m i« 
ixouuuuyDr 10.4/ y.oje-iu l3-oy 


2164 


TPR000QSQ 

IX DVUV7 J ^ 


PITT C\ Kav /4i ml { (sn\e*-i\ rMnnn 

x vyj_Aw» doa aupiicoica region 


TDDAAnO<Or\ *V7 rt.1 O fV7*% Art CTt 1 1 vl 

irJouuuyDyi-/ z/.ui z.yve-Oy oz-ll4 


2165 


TPROOOQfil 

U DUW7UI 


XrULClll JUUaSc v>~lCXlIllIlal QOIQain 


irouuuyoiLi zi.zj D.zye-2y 7-4 o 


2165 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 11-49 




ITDV/UUOO 1 


x jsjN/rnopniiui/rnoieKin mo- Din fling 
repeat 


LFBUUOoolU 13.73 y.60e-lo 13-62 


2165 


IPB001772 


Kinase associated domain 1 


IPB001772E 24.88 2.25e-14 69-108 


2165 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.86e-14 81-118 
IPB001772D 21.67 4.73e-13 18-57 
IPB003527D 21.53 4.66e-l 1 4-45 


2165 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 9.65e-10 15-69 


2165 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 2.97e-09 62-114 


2167 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.00e-26 147-181 
IPB001073A 22. 14 4.48e-20 101-135 


2167 


rPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 9.63e-20 70-123 


2167 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 4.27e-19 71-123 
IPBOO0885B 19.15 7.48e-19 76-129 
IPB000885A 11.46 1.97e-18 78-115 
IPB000885A 11.462.94e-18 84-121 


2167 


PR00007 


Complement C1Q domain signature 

in 


PR00007C 16.13 3.67e-18 215-236 
IPB001442A 26.12 l.lle-17 80-132 
PR00007A 20.64 1.84e-17 140-166 
IPB001442A 26.12 1.87e-17 86-138 
IPB000885B 19.15 5.39e-17 73-126 
IPB000885A 1 1.46 6.96e-17 81-1 18 
IPB000885B 19.15 8.87e-17 67- 


2167 


IPB000817 


Prion protein 


IPB000817A 8.34 3.27e-09 67-109 
IPB0O0885A 11.46 3.66e-09 35-72 
IPB001442A 26. 12 4. 13e-09 28-80 
IPB000885B 19.15 4.19e-09 42-95 
IPB000885A ll.464.77e-09 102-139 
EPB001442A 26. 12 4.83e-09 40-92 
IPB001442B 12.38 5.99e-09 53-73 
IPB001442A 26.12 6.17e-09 37-89 
IPB0O0885B 19.15 7.55e-09 52-105 
IPB001442B 12.38 7.57e-09 87-107 
IPB001442B 12.38 8.54e-09 105-125 

FPR00107^A 99 14 51 ^0*»_ftO AJL.Xf\ 

UDUUIU/J/I ZZ. l*r 0.jyC-U7 *K>*oV/ 

IPB000885B 19.15 8.69e-09 94-147 
IPB001442B 12.38 9.64e-09 90-110 


2169 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 206-247 


2169 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 226-244 
IPB002360C 15.36 5.93e-10 215-256 
IPB002360C 15.36 2.50e-09 195-236 
IPB002360C 15.36 2.50e-09 214-255 


2169 


IPB001359 


Synapsin 


IPB001359H 22.58 5.19e-09 220-270 
IPB002360C 15.36 5.20e-09 203-244 
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IPB002360C 15.36 5.70e-09 212-253 
IPB002360C 15.36 6.10e-09 188-229 


2169 


IPB003753 


"Exonuclease VD, large subunit" 


IPB003753F 28.29 7.54e-09 181-231 
UrBU02360C 15.36 8.80e-09 218-259 


2170 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 206-247 


zl/U 


rKUUZUy 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 226-244 
IPB002360C 15.36 5.93e-10 215-256 
IPB002360C 15.36 2.50e-09 195-236 
DPB002360C 15.36 2.50e-09 214-255 


Zl /u 


ir 15UU I J 


Synapsin 


IPB001359H 22.58 5.19e-09 220-270 
IPB002360C 15.36 5.20e-09 203-244 
IPB002360C 15.36 5.70e-09 212-253 
IPB002360C 15.36 6.10e-09 188-229 


2170 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 181-231 
IPB002360C 15.36 8.80e-09 218-259 


9 1*70 


irJt>UUU4o3 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 5.50e-13 45-59 


2173 


1PB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 69-106 


*>1 *7« 


PR00457 


Animal haem peroxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2176 


PR00457 


Animal haem peroxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2177 


PR00457 


Animal haem peroxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2179 


IPB002151 


Kinesin light chain repeat 


IPB002151B 14.23 8.0 le- 10 259-311 


2179 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58Q 


IPB000421A 21.21 7.85e-09 62-81 


2180 


IPB003117 


Regulatory subunit of type II PKA R- 
subunit 


IPB003117C 17.01 1.00e-40 189-229 
IPB003117D 18.87 1.00e-40 240-280 
IPB003117G 17.45 8.50e-33 383-417 
IPB003117A 22.23 5.50e-26 66-98 
IPB0031 17E 18.84 5.85e-23 329-357 


2180 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595C 23.31 6.82e-21 363-388 


2180 


PR00103 


cAMP-dependent protein kinase 
signature II 


PR00103B 10.32 7.00e-18 215-229 
IPB000595B 15.72 7.50e-18 321-344 
EPB003117F 17.26 1.00e-17 365-379 
IPB000595B 15.72 4.43e-16 203-226 
PR00103A 9.07 7.75e-16 200-214 
IPB003117C 17.01 2.96e-15 307-347 
IPB003117D 18.87 4.14e-15 364-404 
PR00103B 12.91 5.91e-14 397-409 
PR00103D 10.18 2,93e-13 376-387 
IPB000595C 23.31 4.60e-13 239-264 

PRflAlfttr' 1^ *>» 1 ZAtx^l 1 'XfiA-'XTX 
r JvWUlvOV^ Ij.ZO 1.0*Ki~ll jO*rj/j 

PR00103D 10.18 2.98e-10 252-263 
IPB003117B 18.84 3.57e-10 199-227 
IPB003117E 18.84 5.43e-10 317-345 
IPB003117F 17.26 1.50e-09 241-255 
PR00103A 9.07 8.1 le-09 318-332 


2181 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 4.94e-09 49-58 


2182 


EPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e~34 346-388 
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IPB000907F 21.29 1.00e-28 313-345 


2182 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2182 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB0009071 27.52 7. 16e- 19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e-16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8.38 3.29e-13 1 1-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-l 1 554-571 
IPB000907A 16.20 4.21e-10 94-103 


2183 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
IPB000907F 21.29 1.00e-28 313-345 


2183 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2183 


PR00087 


Lipoxygenase signature in 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB000907I 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e-16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310*327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8.38 3.29e-13 1 1-28 * 
IPB000907H 18.37 5.86e-13 40*425 
PR00467B 14.98 5.88e-1257-76 
PR00467G 16.61 3.37e-ll 554-571 
IPB000907A 16.20 4.21e-10 94-103 


2184 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
IPB000907F 21.29 1.00e-28 313-345 


2184 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.4 le-22 393-415 


2184 


PR00087 


Lipoxygenase signature ID 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB000907I 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IroUUUyU/L/ lo./O 2.6 /e- 16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 838 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 409425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-l 1 554-571 
IPB000907A 16.20 4.21e-10 94-103 
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2193 


BPB001774 


Delta senate iigand 


IPB001774C 18.25 1.71e-3l 37-79 
IPB001774D 19.23 3.32e-25 83-129 


2193 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.124.57e-12 39-57 
IPB001774C 18.25 2.15e-10 68-110 


2193 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 3.90e-10 113-123 
PR00OI IB 13.08 7.88e-10 39-57 


2193 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.25e-10 46-54 


2193 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886E 10.90 9.67e-10 44-60 


2193 


1PB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 6.21e-09 108-123 
PR00011A 14.05 6.88e-09 39-57 


2193 


1PB000034 


Laminin B 


IPB000034A 22.21 9.00e-09 96-131 


2193 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.65e-09 126-166 


2195 


IPB000467 


Dl 1 i/G-patch domain 


IPB000467 8.65 1.00e-O8 329-339 


2197 


IPB002467 


"Methionine aminopeptidase, 
subfamily T 


1PB002467C 17.56 2.29e-30 184-212 
IPB002467B 12.68 2.50e-23 158-179 


2197 


PR00599 


Methionine aminopeptidase- 1 
signature 11 


PR00599B 10.21 8.00e-l7 188-204 
IPB002467D 14.78 5.50e-15 257-282 
PR00599A 11.84 9.63e-14 166-179 
IPB002467F 18.38 1.58e- 12 315-345 
IPB002467E 11.05 7.75e-12 290-302 
PR00599D 14.43 5.03e-l 0288-300 
IPB002467A 15.75 2.87e-09 130-147 


2197 


IPB001131 


Proline dipeptidase 


IPB001131D 11.56 5.18e-09 290-303 
IPB001131B 18.96 8.10e-09 188-209 


2198 


IPB002889 


WSC domain 


IPB002889B 11.76 L88e-12 366-412 
1PB002889B 11.76 3.54e-ll 365-411 
IPB002889B 11.76 4.96e- 10 367-413 
IPB002889B 11.76 6.84e-10 363-409 
IPB002889B 11.76 7.13e-10 362-408 
IPB002889B 1 1.76 4. 19e-09 357-403 1 


2198 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 4.49e-09 372-411 
IPB002889B 1 1 .76 4.56e-09 353-399 
IPB002889B 11.76 7.00e-09 355^01 
IPB002889C 9.89 8.52e-09 367-388 


2199 


PR00918 


Calicivinis non-structural polyprotein 
family signature I 


PR00918A 13.81 5.85e-ll 192-212 


2199 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.71e-09 197-212 


2199 


PR01102 


5-hydroxytryptamine 6 receptor 
signature XIII 


PR01102M 11.13 6.71e-09 1013-1035 


2199 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 7.71e-09 1021-1035 


2200 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478A 11.55 5.09e-09 61-71 
IPB001478B 6.12 1.00e-08 79-88 


2202 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 9.26e~09 322-343 


2203 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 546-569 


2203 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 


2203 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 126-141 


2203 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5. OOe- 14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
1PB001881B 12.28 4.75e-13 126-137 


2203 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 88-130 
IPB000998B 17.20 1. OOe- 12 428-440 


2203 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 426444 
IPB000998C 18.63 5.30e-ll 483-498 
IPB001881B 12.28 8.58e-l I 253-264 
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2203 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


2203 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 97-105 


2203 


IPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 
IPBOO0O33B 7.05 5.97e-09 213-223 






r^»K vrfri n 

i_sCLiyui ui j, 


IPB000167A 8.58 7.14e-09 340-367 


2203 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 175-195 


ion/1 
2204 


lrtJoooyyo 


iviAivi aomain 


IPB000998D 18.66 1.96e-15 546-569 


2204 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 | 


2204 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 126-141 


2204 


mnAAi o 0 1 

JLrbOOlool 


\jaicium-omQing hvxt-uke oouiiun 


IPR0018R1R 12 28 5 00e-14 208-219 
IPB00O152 8 86 1 00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
IPB001881B 12.28 4.75e-13 126-137 


*>*>A/I 

2204 


lr xJUO 1 / / h 


L/ena senate liganu 


IPB001774C 18 25 9 13e-13 88-130 
IPB000998B 17.20 1.00e-12 428-440 


2204 


ppaaaoa 


IV/f AKvf rl remain ci onaturp T 


PR00020A 20.48 2.88e-l 1 426444 
IPB000998C 18.63 5.30e-ll 483-498 
IPB001881B 12.28 8.58e-ll 253-264 


2204 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


2204 


TDRflAA^£1 
IrrJUUvjOl 




IPB000561 4.89 3.25e-10 97-105 


2204 




n T r»\i/_/4i=*r>citA/ 1 i nnnrntp i n flffl i 
J_itiw™ticui>iijr uj/upiuucui ^>vu/ 

rf»o/»r\trw YWTD reneat" 


PB000033B 7.05 5.35e-10 258-268 
IPB000033B 7.05 5.97e-09 213-223 


2204 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 340-367 


2204 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 175-195 


2205 


lrB002oyJ 


M i rsu zinc linger ^z*nr ^ aonia-in 


TPRfl098Q/* 1 6 28 4 52e~17 663-681 


220D 


Ir BOO 1004 


miermeaiaie nianicni pruiciiia 


IPB001664B 17.44 6.20e-09 569-608 


2203 


lrD002oBl/ 


w aomain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.91e-09 419-465 


2200 


rppAAOQO'J 


XJVMTi Tinr "Rti<F#>r f7nT^ Hnmain 


IPB002893 16.28 4.52e-17 663-681 


2200 




JulLCIlIlCUlaiC i-lialilWilL JJlVltllU 


IPB001664B 17.44 6.20e-09 569-608 


2200 


TPPAAOftRQ 

LriJUOZooy 




IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.91 e-09 419-465 


220/ 


rppAAOQOI 


AiTVWTi >vinr» finoAr (7v\ V*\ HomniTl 
1V1 1 6lll(< XUUjgCi ^ZjIU J uuiiiaiiJ 


IPB002893 16.28 4.52e-17 663-681 ! 


2207 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 6.20e-09 569-608 


2207 


LrtS002ooy 


TITO ilnmain 

w oL aomain 


IPB002889B 11 76 6 34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.91 e-09 419-465 


2208 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 663-681 


">OAQ 


IDDAA1 

lx ol/U 1UOH 


Tntf*rmp/1iQtf» filsmnPllt TTTAtpinA 


IPB001664B 17.44 6.20e-09 569-608 


2208 


IPB002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8. l2e-09 437-458 
IPB002889B 11.76 9.91e-09 419-465 


9910 




Calici virus non- structural polyprotein 
familv signature I 


PR00918A 13.81 5.85e-ll 88-108 


2210 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.71e-09 93-108 


2211 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 19-59 


2211 


PR00289 


Disintegrin signature I 


PR00289A 14.29 I.16e-14 35-54 
IPB001762B 10.06 3.40e-12 66-76 


2211 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.3 le- 10 238-280 
PR00289B 1 1.74 3.80e-09 64-76 


2211 


IPB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 215-260 


2212 


1PB000159 


RA domain 


IPB000159A 11.28 7.60e-10 115-124 


2212 


IPB001359 


Synapsin 


IPB001359H 22.58 5.89e-09 108-158 


2213 


PR00308 


Type I antifreeze protein signature 111 


PR00308C 2.79 1.00e-ll 729-738 
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2213 


IPB000906 


ZU5 domain 


IPB000906E 22.11 5.55e-ll 256-296 


2213 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 259-271 
IPB000906D 23.89 6.59e-ll 324-378 
PR01415A 12.73 7.11e-ll 192-204 
PR01415A 12.73 7.43e-ll 160-172 
PR00308B 3.38 9.53e-l 1 729-740 
PR00308A 3.72 5.19e-10 726-740 
IPB000906F 35.93 5.85e-10 202-255 


2213 


PR01511 


Kvl.4 voltage-gated K+ channel 
signature IV 


PR0151 ID 3.91 926e-10 727-737 
PR01415B 10.23 5. 88e-09 271-283 
IPB000906G 25.85 6.69e-09 338-386 
IPB000906A 22.49 7.84e-09 185-227 

DDAAinO A 1 11 fl 1U AO 111 HA 1 

rK0030oA 3.72 y.l le-Oy /2/-/41 
PR00308C 2.79 9.64e-09 727-736 ! 


11 1 A 

2214 


IF Jo 000471 


Interteron alpha, oeta ana delta 
family" 


fDDAAA/ni A 11 1/Z 1 Q«Ca 1/1 <:<C 1 AO 

UrJo00U4/lA 2/. 30 2.ooe-34 jO-10:/ 


2214 


PR00266 


Interferon alpha and beta subunit 
signature I 


T>DAAl4tiCA 11 >I1 ft(ft n 1 A HO A A 

PROO260A 13.41 9.59e-14 78-90 


2219 


PR00405 


HIV Rev interacting protein 
signature II 


DDAA/IACD 1 A 1A 1 AO „ 1 1 1 AA 1A*7 

PR00405B 10.10 2.936-17 290-307 
PR00405A 18.83 4.89e-14 271-290 


2219 


PROM 15 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-ll 419-431 
PR00405C 18.05 2.55e-09 31 1-332 


2220 


PR00405 


W -WWW t W\ * A 1* * * 

HTv Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 290-307 
PR00405A 18.83 4.89e-14 271-290 


2220 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-ll 419-431 
PR00405C 18.05 2.55e-09 3 11-332 


2221 


PR00405 


HTV Rev interacting protein 
signature II 


nn a /\f t> in in o a*» -t t <\nn o m 

PR00405B 10.10 2.93e-l 7 290-307 
PR00405A 18.83 4.89e-14 271-290 


2221 


PRO 14 15 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-ll 419-431 

T1T3 AA/1 AC/^ 1 O AC 1 CC Q AO 111 111 

1*K0040jC lo.OD 2. jDe-OU 3 1 1-332 


2222 


tin AA/i rvc 

PR00405 


. . . 

HTV Rev interacting protein 
signature II 


T»T> AA/f ncn 1 A 1 A 1 Oln 1 1 lOA 1 AI 

rK0040DU 10.10 2.y3e-l / 2*0-30/ 
r JvUU^fUj/V lo.o3 'J.oi'e-l** z/i-zyu 


1111 
2222 


r>T> ni /lie 
rK014O 


Ankyrin repeat signature I 


rK0141DA 12. /3 1.32e-ll 4ly-431 
PR00405C 18.05 2.55e-09 31 1-332 


2223 


Lr rSUUZo /U 


Reprolysm family propeptide 


ipnnnoaTni? i q si 9 i^a.iq ^o a** 
TPRftfl?870F 1 1 00 ^ ^7e-1 6 9 

JXDUU^O 1 \jCj I 1 ,y\J J.J /D*1U i-J JJ 


2223 


IPB000130 1 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.86e-09 21-31 


2223 


PR00480 


Astacin family signature II 


PR00480B 14.35 3.45e-09 16-34 


2224 


IPB000329 


Uteroglobin family 


IPB000329A 11.99 3.57e-10 1-16 


2224 


PR00486 


Uteroglobin signature I 


PR00486A 6.53 9.03e-09 2-16 


2225 


IPB001073 


Complement Clq protein 


IPB001O73A 22.14 6.55e-13 67-101 


2228 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.09e-ll 11-48 


2229 


IPB0O1759 


Pentaxin family 


EPB001759D 18.25 4.67e-33 471-509 


2229 


PR00895 


Pentaxin signature V 


TinAAOAfT) 1 *% O A A 1/\ lO 4TA 4AO 

PR00895E 12.84 4.19e-18 479-498 
PR00895D 14.46 2.38e-17 459^478 

PPHftRO^P 1 9 90 3 1 R*»-1 7 

x^lVUUoyjV^ li.Oi J.IOC-I/ HjZ"*fJU 

IPB001759C 13.49 4.30e-17 432-450 
IPB001759A 29.51 1.82e-14 175-209 
PR00895A 14.28 8.83e-13 366-380 
IPB001759E 18.14 5.34e-ll 521-535 
PR0O895F 15.89 9.50e-l 1 498-512 


2229 


1PB002751 


Cobalamin synthesis CB1M 


IPB002751C 15.32 L00e-08 50-79 


2235 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.71e-l 1 73-98 


2239 


IPB000917 


Sulfatase 


IPB000917B 9.25 6.40e-13 103-1 13 
IPB000917A 9.52 5.26e-10 59-70 
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2240 


EPB000834 


"Zinc carbox vnentidase5L 
carboxypeptidase A metalloprotease 
(M14) family" 


IPBG00834B tt 51 2 50e-17 17 <H 


2240 


PR00765 


Carboxypeptidase A metal loprotease 
I'M 14i familv signature II 


PR00765B 14.48 1.39e-15 33-47 
TPR0O0ftt4T 17 70 1 80e^1S lft/L.197 
IPB000834D 18.95 4.72e-12 133-159 
PR00765C 10.88 1.82e-10 113-121 


2241 


IPB000834 


"Zinc carboxypeptidases, 
(M14) family" 


IPB000834B 13.51 2.50e-17 37-51 


2241 


PR00765 


CarboxvoeDtidase A metalloDrotease 
(M14) family signature II 


PR00765B 14 48 1 39e-1S H-47 
IPB000834C 17.20 2.80e-15 106-122 
1PB000834D 18.95 4.72e-12 133-159 
PR00765C 10 88 1 87i»-10 1 11-171 


2242 


IPB002871 


NifU-like N terminal domain 


IPB002871C 16 51 1 60e-H 81-1 1*1 
IPB002871D 14.11 6.87e-21 131-153 
IPB002871A 14 39 2 17e-17 35-50 
IPB002871B 12 43 6 79e-14 62-74 


2244 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.29e-ll 97-122 


2244 


PR00048 


C2H2-tVDe zinc fin per si mature II 


PR00048B 5 52 9 50e-09 110-110 


2245 


IPB0O3527 


MAP kinase 


IPB003527D 21.53 5.58e-23 214-255 
IPB003527G 17 76 8 74e-77 11 4- VM 
IPB003527C 14.70 3.05e-19 153-201 


2245 


IPB001245 


Xvrosine kinase ca.ta.1vHc domain 

a jiuoiuv nil injy vUIIUjUv UvUiuIll 


TPR001745A 77 4*5 5 SOe-17 Itfl 701 


2245 


1PB000959 


POLO box duplicated region 


IPB000959B 15.68 7.19e-17 145-185 
IPB001245B 71 68 1 19e-1S 791-7SQ 


2245 


IPB001772 


Kinase associated domain 1 


TPB0017770' 70 66 1 97«-14 1Sfi-18fi 


2245 


DPB000095 


PAK-box /P21-Rho-binding 


IPB000095C 13.36 7.91e-13 75-111 
IPB003527A 17.00 6.14e-12 55-80 


2245 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 7.44e-12 223-272 


2245 


IPB000961 


Protein kinase Oterminal domain 


BPB000961D 21.23 5.91e-ll 217-258 
IPB003527R 11 51 0 15p-11 177-14S 


2245 


PR00109 


Tyrosine kinase catalytic domain 
signature 11 


PR00109B 11.07 9.10e-10 168-186 
n > B000Q6ir' 15 48 8 Rlfi-ftQ l/tfi-707 


2248 


EPB001073 


Complement Clq protein 


IPB001073B 20.88 7.26e-29 42-76 


2248 


PR00007 


Complement C1Q domain signature I 


PR00007A 20.64 6.54e-20 35-61 

rlVlM/vO/^ iO. 1 j Z.OZe-lj lllr*Ul 

IPB001073C 13.07 1.87e-14 110-129 
PR00007B 15 63 3 13e-14 67-81 

A AWVWfA^ A«/.W»/ «J. A«J&— X^ Ui 


2250 | 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20 23 4 74e-10 175-167 


2251 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 7.84e-30 1097-1 132 
IPB001895D 18.68 1.00e-20 1194-1217 


2251 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


EPB001331C 16.09 1.00e-18 397-422 
IPB001895B 16.80 3.l0e-15 1025-1045 
IPB001331B 19.33 7.00e-09 346-361 


2253 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 3.9 le-09 202-226 


2253 


PR00169 


Potassium channel signature I 


PR00169A 17.48 5.50e-09 68-87 \ 


2253 


IPB002360 


Involucrin 


IPB002360C 15.36 9.10e-09 198-239 


2253 


PR01083 


Lymphocyte-specific protein 
signature I 


PR01083A 8.60 9.61e-09 214-237 


2258 


IPB000433 


ZZ Zinc finger 


1PB000433 14.10 820e-18 23-39 


2258 


IPB000822 


"Zinc finger, C2H2 type" 


1PB000822 14.67 7.86e-10 82-107 


2261 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 5.91e-ll 889-913 
IPB000135D2.13 7.44e-ll 897-921 
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IPB000135D 2.13 7.85e-ll 899-923 
IPB000135D 2.13 3.05e-10 895-919 
IPB000135D 2.13 5.11e-10 893-917 
IPB000135D 2.13 8.14e-10 900-924 
IPB000135D 2.13 2.27e-09 888-912 
IPB000135D 2.13 2.27e-09 894-918 
IPB000135D 2.13 2.36e-09 892-916 


2261 


PR00806 


Vinculin signature IV 


PR00806D 11.95 3. 78e-09 577-592 
IPB000135D 2.13 3.91e-09 886-910 
IPB000135D 2.13 4.45e-09 901-925 
IPB000135D 2.13 6.36e-09 896-920 
IPB000135D 2.13 7.00e-09 891-915 
IPB000135D 2.13 7.18e-09 898-922 
IPB000135D 2.13 9.27e-09 932-956 


2262 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


1PB000135D 2.13 6.43e-17 577-601 
IPB000135D 2.13 9.71e-17 576-600 
IPB000135D 2.13 4.90e-16 580-604 
IPB000135D 2.13 8.66e-16 578-602 . 
IPB000135D2.13 1.13e-15 581-605 
IPB000135D 2.13 7.30e-15 579-603 
IPB000135D 2. 13 7.45e-14 582-606 
IPB000135D 2.13 3.08e-13 575-599 
IPB000135D2.13 8.50e-13 584-608 

xrDKiVXJLoDU Z. 1 d o.OZe-U j53-OU/ 

IPB000135D 2.13 9.08e-13 571-595 
EPB000135D 2.13 9.88e-13 586-610 

XX JDUVVlJJLr Zr. 1 J I.OJC-IZ J /'t-J70 

IPB000135D 2. 13 4.36e-12 572-596 
EPB000135D 2 13 8 70e-12 SXS-fiDQ 
IPB000135D 2.13 8.36e-ll 587-611 
IPB000135D 2.13 8.67e-ll 573-597 
IPB000135D 2.13 4.42e-10 567-591 
IPB000135D 2.13 3.27e~09 570-594 


2262 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 4.27e-09 576-594 
IPB000135D 2.13 4.45e-09 569-593 
EPB000637B 14.21 5.09e-09 585-603 


2262 


EPB003403 


Herpesvirus immediate early protein 


EPB003403E 17.25 5.45e-09 577-604 
DPB000135D 2.13 7. 18e-09 568-592 


2262 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 8.54e-09 575-610 


2262 


IPB001580 


Calreticulin family 


IPB001580F 2.93 9.10e-09 590-599 


2265 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 [ 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2265 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
EPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2266 


1PB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 6.89e-09 716-751 


2269 


1PB002048 


BF-hand family 


IPB002048 7.91 2.29e-ll 178-190 


2269 | 


PR00450 


Recoverin family signature III 


PR00450C 11.99 1.58e-09 64-85 
IPB002048 7.91 8.58e-09 105-117 


2270 


1PB003846 


Uncharacterized protein family 
UPF0061 


IPB003846E 18.41 1.00e-40 132-170 
IPB003846E 18.41 1.00e-40 511-549 
IPB003846F 24.67 9.36e-3l 171-206 
IPB003846F 24.67 9.36e-31 550-585 
IPB003846C 15.01 4.05e-28 8-51 
IPB003846G 13.31 5. 09e-09 264-274 
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IPB003846G 13.31 5.09e-09 643-653 


2271 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846E 18.41 1.00e-40 132-170 I 
IPB003846E 18.41 1.00e-40 511-549 
IPB003846F 24.67 9.36e-31 171-206 
IPB003846F 24.67 9.36e-31 550-585 
IPB003846C 15.01 4.05e-28 8-51 
IPB003846G 13.31 5.09e-09 264-274 
IPB003846G 13.31 5.09e-09 643-653 


2272 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 14.34 1.67e-13 51-75 
PR00237G 19.23 4.00e-13 89-115 


2272 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276B 4.97 6.62e-13 1-12 
IPB000276D 9.40 4.52e-10 99-1 15 


2273 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 2.80e-13 89-102 
PR00019B 11.42 6.33e-10 86-99 


2274 


IPB000873 


AMP-dependent synthetase and 
ligase 


IPB000873A 11.08 6.06e-14 26-41 


2275 


IPB000595 | 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 136-159 


2276 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 136-159 


2281 


IPB003452 


Stem cell factor 


IPB003452C 13.68 8.56e-37 207-240 


2281 


IPB000808 


Mrp family 


IPB000808A 23.51 l.lle-12 16-60 


2281 


IPB003348 


Ani on-transporting ATPase 


IPB003348A 20.06 6.60e-ll 21-58 


9989 




(^nfftipriTi pnatiirp VI 

v^tlLlllvl ill aiguaiuic ti 


PR00205F 19.57 3.37e-17 55-81 
PR00205B 20.09 6.67e-16 1 13-142 
PR00205F 19.57 6.70e-13 166-192 
PR00205E 10.82 2.17e-10 111-124 


2282 


IPB002126 


Cadherin domain 


BPB002126A 14.68 6.09e-10 170-186 
PR00205A 17.38 3.12e-09 159-178 


2283 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.37e-17 55-81 
PR00205B 20.09 6.67e-16 113-142 
PR00205F 19.57 6.70e-13 166-192 
PR00205E 10.82 2.17e-10 111-124 


2283 


IPB002126 


Cadherin domain 


IPB002126A 14.68 6.09e-10 170-186 
PR00205A 17.38 3.12e-09 159-178 


2286 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 248-287 
IPB002027C 19.67 2.74e-22 167-205 
IPB002027B 12.67 7.97e-12 103-122 


2287 


IPB000559 


Fonnate-tetrahydrofolate ligase 


IPB000559C 13.05 1.00e-40 395-444 
IPB000559F 12 78 1 00e-40 595-645 
IPB000559G 15.54 1.00e-40 649-697 
IPB000559D 22.27 4.33e-37 496-536 
IPB000559E 17.08 7.39e-36 537-578 
IPB000559K 15.77 8.96e-35 875-910 
IPB000559B 12.60 2.88e-32 355-383 
IPB000559J 17.25 5.94e-32 842-874 
IPB000559H 20.31 2.72e-26 712-752 
IPB000559A 24.17 6.11e-25 310-354 
IPB0005591 15.05 6.35e-18 798-822 


2287 


PR00085 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 
family signature IQ 


PR00085C 13.81 5.70e-14 112-133 
PR00085B 16.65 1.23e-09 79-106 


2287 


IPB000672 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 


IPB000672C 28.03 6.83e-09 153-200 


2288 


1PB0O0560 


Histidine acid phosphatase 


IPB000560 17.02 7.86e-ll 391-413 


2290 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 2-20 


2292 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 5.26e-17 183-199 
PR00245E 8.96 2.73e-13 290-301 
PR00245B 13.73 1.39e-12 136-148 
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PR00245D 9.34 8.33e-ll 243-252 


2292 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 1.47e-l0 125-136 
PR00245A 10.98 8.80e-10 99-110 
IPB000276D 9.40 9.61e-10 289-305 


2292 


PR00896 


Vasopressin receptor signature 11 


PR00896B 9.36 5.50e-09 62-73 


2292 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.70e-09 58-70 


2292 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.16e-09 66-87 
PR00237E 13.03 8.20e-09 206-229 


2292 


1PB003211 


AmiS/Urel family transporter 


IPB003211A 15.05 9.43e-09 35-74 


2293 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367E 16.82 1.00e-40 35-82 
IPB003367F 16.21 l.OOe-40 93-142 
IPB003367G 17.08 l.OOe-40 143-184 
IPB003367H 15.25 l.OOe-40 185-217 
IPB003367J 18.60 l.OOe-40 247-288 
IPB003367L 21.71 l.OOe-40 313-364 
IPB0033671 12.15 3.14e-37 218-246 
1PB003367K 16.35 9.10e-30 289-312 
IPB003367F 16.21 5.83e-21 53-102 
IPB003367C 20.73 1.54e-19 38-88 
IPB003367D 18.41 9.44e-19 53-95 
Tounn^i^Tr* ifi ai < ss«»-n ik S7 

IPB003367F 16.21 2.74e-14 15-64 
IPB003367C 20.73 9.27e-13 78-128 
IPB003367E 16.82 2.82e-12 12-59 

JUT Et\J\JJ J\J 1 d lU.Oli *T.^O(^ Lit / J 1 

IPB003367C 20 73 5 96e-ll 23-73 
IPB003367C 20.73 2.38e-10 101-151 
IPB003367C 20.73 6.35e-10 61-111 
IPB003367E 16.82 8.88e-l 0 73-120 


2294 


IPB001978 


Troponin 


IPB001978A 18.18 8.89e-09 102-137 


79 OS 


TPRnnninQ 

Ll DKJW L\jy 


rift, pcpuuc u oiiopui ici a yr i iv*. j 


IPROOOIOQD ?S 00 fi 67e-1? 4^4-481 
IPB000109B 29.23 4.18e-23 46-98 
IPB000109A 10.85 3.79e-15 23-41 
IPB000109C 8.21 7.00e-14 174-186 


2295 


PRO 1471 


Wfi eta minp T-T^ rpfpntnr oionntiirp TI 


PR01471B 12 38 0 63e-09 3-21 


2297 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 9.18e-21 113-138 
IPB000822 14.67 9.31e-18 29-54 
EPB000822 14.67 9.31e-18 141-166 
IPB000822 14.67 5.20e-16 57-82 
IPB000822 14.67 5.20e-16 85-110 


99Q7 


PR 00048 


C*"7 1-T9 -tvn** r/i nr* fino**!* trnntiiTf* T 


PR00048A 9 94 4 46e-14 138-151 
IPB000822 14.67 1.50e-13 1-26 
PR00048A 9.94 5.76e-12 1 10-123 
PR00048A 9.94 1.00e-ll 26-39 


2297 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 4.21e-ll 17-56 
PR00048A 9.94 4.79e-ll 54-67 
IPB001275 19.17 2.22e-10 73-112 
PR00048B 5.52 5.50e-10 126-135 
IPB001275 19.17 9.15e-10 45-84 
PR00048A 9.94 l.38e-09 82-95 


2297 


IPB001222 


TFUS zinc ribbon domain 


IPB001222 24.63 5.69e-09 1-37 
IPB001222 24.63 9.49e-09 29-65 


2299 


IPB003137 


Protease associated (PA) domain 


IPB003137 22.40 2.50e-19 188-218 


2303 


IPB000433 


ZZ Zinc finger 


1PB000433 14.10 8.20e-18 23-39 


2303 


1PB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 82-107 
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2306 


IPB001039 

AX i/Vw m.\J ^ 


"Mainr hi otnr omoatibilitv comnlex 
orotein Class I" 


IPB001039A 17.17 1.00e-40 22-75 
IPB001039B 27.55 1.00e-40 103-154 
IPB001039C 19.82 1.00e-40 184-237 
IPB001039D 16.49 1.00e-40 262-316 


2306 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.60e-29 268-305 
IPB003006A 17.51 6.14e-20 231-253 


2306 


IPB000353 


"Class 11 histocompatibility antigen, 
beta chain, beta-1 domain" 


1PB000353B 19.16 9.87e- 14 210-259 


2306 


IPB003363 


Glycoprotein GG/GX 


1PB003363E 13.35 2.94e-l 1 315-347 
IPB000353C 20.11 4.68e-10 261-315 


2312 


IPB001359 


Synapsin 


IPB001359H 22.58 5.54e-09 98-148 


2312 


IPB003403 


Herpesvirus immediate early protein 


IPB003403A 21.25 6.18e-09 130-152 


LO I J 




1^1 OM/"l1T*_Q CM (mQtl IV l\f 

V^laUUlil al^llaliilC 1 V 


PR01^R9D 19 1 1 le-lfi 905-917 


9^1^ 
jLj 1 J> 


iprooo79q 


PMP-997FMP/MP90 fbmilv 


TPR00079QD 1R 96 9 Q6e-16 164-191 
IPB000729C 37 83 7 91e-16 84-136 
PR01382A 12.00 1.17e-15 41-51 


9^11 


PR 01077 


nmi/lin cionntitr** TTT 
L>lnUUlll olgllalUIC 111 


PR01077C n 60 1 47e-14 67-77 
PR01382C 5 67 5 14e-13 194-203 
PR01382B 7 06 1 12e-12 95-104 
PR01077B 14.12 1.00e-10 53-59 
PR01077D 11.20 4.00e-10 150-156 
PR01077A 9.72 8.16e-09 25-34 


2317 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 7.60e-28 129-169 


2317 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 9.25e~24 124-154 


2317 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 2.13e-22 136-170 
IPB001772D 21.67 4.55e-17 196-235 


2317 


IPB000959 ; 


POLO box duplicated region 


IPB000959B 15.68 8.60e-17 1 13-153 i 


2317 


IPB000095 


P Alt-box /P21-Rho-binding 


IPB000095E 17.62 9.03e-17 137-182 


2317 


IPB003527 


MAP kinase 


IPB003527C 14.70 1.95e-16 121-169 


Z J 1 / 


LrUUUUoOI 


PKNAnoplnlin/rhotekin rho-binding 
repeat 


TPR0009A1T7 1 £ 1 1^fL_18A 






"Epidermal growth-factor receptor 
(EGFR), L domain" 


rPR0004Q4P 94 40 7 ^5p-14 19^-160 

IPB000959D 27.01 5.95e-13 236-288 
IPB00Q961D 21.23 7.19e-13 185-226 
IPB001245B 21.68 8.96e-13 189-227 
IPB001772E 24.88 8.96e-12 243-282 
TPR00'*5?7A 17 00 7 R5f»-1 1 98-5** 
IPB001772A 13.64 2.29e-10 19-50 
IPB003527G 17.26 1.30e-09 255-292 


9117 


PR0010Q ' 


lyjUoilIC lUIJooC uuuu y LIU UUlIlaJil 

signature n 


PR001 09 R 1 1 07 4 9^»-0Q 1 ^6-1 54 
IPB003527D 21.53 4.60e-09 182-223 


Z. J 1 o 


PR01954 


Prncrfri crlnnHin Ti cvnthnQf 1 c i cm n ti 1 tf> T 
I 1 UOlagJallUllI U ajrllLilooC olgllaLUlC 1 


PR 01 954 A 12 121 ^7e-29 51-74 
PR01254D 13.80 7.97e-27 129-152 
PR01254C 10.60 4.68e-22 94-1 12 
PR01254F 10.08 7.58e-21 182-200 
PR01254E 14.07 1.00e-18 165-179 


2318 


PR00179 


Lipocalin signature II 


PR00179B 7.67 5.26e-13 140-152 
PR00179C 17.26 3.84e-12 168-183 
PR01254B 12.05 9.04e-l2 77-87 


2318 


PR01275 


Neutrophil gelatinase lipocalin 
signature V 


PR01275B6.38 1.72e-10 135-153 
PR00179A 13.97 3.25e-10 57-69 


2318 


PR01215 


Alpha- 1 -microglobulin signature IV 


PR01215D 12.88 9.78e-10 131-150 


2318 


IPB000566 


Lipocalin and cytosolic tatty-acid 
binding protein 


IPB000566B 8.91 l.47e-09 140-150 


2318 


PR01174 


Retinol binding protein signature VI 


PR0U74F 11.76 3.96e-09 139-155 


2318 


PR01273 


Invertebrate colouration protein 
signature IV 


PR01273D 11.48 4.41e-09 140-154 
PR01275B 9.02 8.57e-09 59-69 
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2320 


TP BO0 1464 

JUL 1IVV JI^VT^ 


■rVIlllCAIXl Lai I Lily 


TPR001464D 9S 42 1 00e-40 177-9^1 
IPB001464B 28.31 1.90e-36 47-99 
EPB001464C 24.68 6.40e-30 110-149 


2320 


PR00196 


Annexin family signature IV 


PR00196D 21.41 3.81e-22 115-141 
PR00196C 9.01 9.67e-22 32-53 

PRflft 1 Q6F 0 7ft S 99j»-91 1 QS-91 ** 


2320 


PR00201 


Annexin type V signature VII 


PR00201G 12.46 1.63e-20 195-221 


2320 


PR00199 


Annexin type III signature VI 


PR00199F 15.67 5.10e-18 115-141 

lr dW l*tO*fi> Zo.jI j.ooe-l/ IJl-IoJ 

PR00196C 9.01 5.70e-17 191-212 


2320 


PR00200 


Annexin type IV signature VII 


PR00200G 9.20 7.67e-17 195-221 

TPAOm AfATi 9^ AO R 71 p_1 7 1 ft_79 

PR00199D4.74 9.87e-17 191-212 
PR00199G 9.85 4.45e-I6 196-221 
PR00196B 11.03 9.31e-165-21 


2320 


PR00197 


Annexin type I signature IV 


PR00197D 7.59 1.73e-15 32-53 
PR00199D 4.74 2.17e-15 32-53 
IPB001464A 31.17 3.83e-15 47-101 


2320 


ivn aa i ao 

PR00198 


Annexin type II signature IV 


Tin AA1 f\OA 1 A 1 "7 OA— 1 C 11 O 

PR00I98D 7.41 3.89e-15 32-53 
PR00197F9.40 6.80e-15 195-215 
PR00200E 8.88 9.02e-l5 32-53 


2320 


PR00202 


Annexin type VI signature VH 


PR00202G 8.03 9.04e-15 195-221 

T»"n AA 1 AT1""\ T fft 1 AA_ 1 A 1 A 1 On 

PR00197D 7.59 l.00e-l4 191-212 
IPB001464A31.17 l.85e-l4 131-185 
rKUUiyolJ IA\ z.Joe-14 lyl-zlz 
PR00198G 7.70 3.44e-13 195-215 
PR00201D 8.61 3.51e-13 32-53 
PR00200F 14.58 3.53e-13 1 15-141 P 


2321 


IPB000175 


Sodium:neurotransmitter symporter 
family 


IPB000175C 15.09 1.00e-40 56-107 
IPB000175D 23.45 1.00e-40 122-174 
IPB000175F 25.63 4.50e-38 310-349 

TDUAAAIT^n 01 QQ K. QKe^.'iK O^K. OKA 

IrnvvvL /Dc zl.oo j.yje-jj z1j-zo4 


ZjZl 


rKUUl /O 


— m — Tj : 

Sodium/chlonde neurotransmitter 

symporter signature V 


rKUUl/Ori 11.14 Z.Ul/e-Z4 lOD-loj 
ppnni7/in n io a 77^99 iai ^91 

x xvUU 1 /Ou 13. 1Z J. / /e-zz JUlOZl 


9391 

ZJZ1 


ppAi 10^ 


vj/v i - 1 uada neurotransmitter 
transporter signature II 


xivui iyji3 1 j.jo o.oue-zz jo-jj 
PR01195D 9.00 3.75e-21 426-443 
PR00176F 1 1 11 1 ^fif^lO 91Q^.9^R 

I IvLAJ 1 I KJl 11.11 1 . JUC 1 27 1 27 AJO 

IPB000175G 1618513c- 19 371-393 
PR00176D 8.96 6.48e-18 83-100 
PR00176H 15 94 7 63e-18 341-361 
PR01195C 15.62 1.14e-13 191-200 


2323 


IPB001863 


Glypican 


IPB001863A 13.95 5.03e-15 56-71 


2323 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.91e-10 1-24 


2328 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2328 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2329 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59^86 


2329 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2330 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2330 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2331 


IPB001599 


AJpha-2-macroglobulin family 


IPB001599L l8.664.15e-28 59-86 


2331 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2332 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2332 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
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IPB001599K8.15 1.46e-10 29-40 


2334 


PR00010 


Type II EGF-like signature m 


PR00010C6.98 1.37e-ll 7-17 


2334 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 5.50e-10 2-17 


2334 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 8.26e-10 7-17 


Li J O 




rrouimine z. yrRmL) 


TPR 000409 R S?fi7 1^00 f%> Ofi 


2336 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 5.74e-10 215-229 


2339 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
IPB002494C 14.46 6.55e-31 83-126 
IPB002494C 14.46 9.46e-26 93-136 

LriJUUz4y4U L4.4D 4.o4e-Z3 Hy-yL 

EPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e-22 98-1 


2339 


IPB000359 


Cystine- knot domain 


IPB000359B 19.26 9.57e-13 43-61 

1DDAAA1COD 1ft O/C ft C7« 1 Q. 07 1 AC 

IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2339 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 77-105 
IPB001271 19.97 9.59e-12 38-66 

TT»r> A AO A A A T> 1A CO 1 OO- i 1 A C CH 

IPB002494B 10.58 1.28e-ll 45-59 

mn A AT AC\AT3 1 A CO 1 OO- 11 OA 1 AO 

IPB002494A 12.44 4.00e-ll 75-108 


2339 


EPB000006 


"Vertebrate metal lothionein, family 
1" 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-ll 122-140 
IPB000006 13.41 8.00e-ll 89-134 

TDTMfXOAQAA 19 AA Q 1 ft** 1 1 OS 
JUri>UUZ41/4A IZ.44 o.loe-11 OD-yo 

IPB002494C 14.46 1.61e-10 102- 


2339 


IPB000967 


Zinc finger NF-X1 type 


EPB000967E 21.88 1.56e-09 70-110 


2339 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12.44 3.13e-09 60-93 

TDXif\f\OAQA A 1 9 AA 1 OloAQ Al CO 

IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2340 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36V35 39-82 
IPB002494C 14.46 6.55e-31 83-126 
IPB002494C 14.46 9.46e-26 93-136 

Tf>TU\(Y7AQAT t 14 AA A 84a_9^ 4Q_Q9 

IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e~22 98-1 


2340 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 43-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
1PB002494C 14.46 5.41e-12 53-96 


2340 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 77-105 
IPB001271 19.97 9.59e-l2 38-66 
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TPR002494R 1ft SR 1 2Re-1 1 4S-SQ 
TPR002494R 10 58 1 28e-11 89-1 O^ 
IPB002494A 12.44 4.00e-l 1 75-108 ! 


2340 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-U 122-140 
1PB000006 13.41 8.00e-ll 89-134 
IPR0ft94Q4A 19 44 R 18e-1 1 65-QR 
IPB002494C 14.46 1.61e-10 102- 


2340 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 70-110 


2340 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12.44 3.13e-09 60-93 

TPRAf>94Q4A 19 44 ^ 9^p-OQ 47-RO 

IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2341 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
IPB002494C 14.46 6.55e-31 83-126 
IPB002494C 14.46 9.46e-26 93-136 

JUrJtJUUz4y4C 14.40 4.o4e-ZO 4y-yz 

IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e-22 98-1 


2341 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 43-61 
iruuuujjyii iy.zo y.D/e-u 0/-110 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-l 2 70-84 
IPB002494B 10.58 2.50e- 12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2341 


IPB001271 


Mammalian defensm 


IPB001271 19.97 7.95e-12 77-105 
IPB001271 19.97 9.59e-12 38-66 

TPRHA9/1Q4R Ifi ^8 1 9R*»_1 1 4^-^Q 
TPR0094Q4R 10 SR 1 9R«-1 1 R0-10^ 

IPB002494A 12.44 4.00e-ll 75-108 


2341 


IPB000006 


"Vertebrate metallothionein, family 

r 


IPB000006 13.41 4.10e-ll 85-130 
EPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-ll 122-140 
IPB000006 13.41 8.00e-ll 89-134 
1PR009494A 19 44 R IRe-l 1 65-Q8 
IPB002494C 14 46 1 61e-10 102- 


2341 


IPB000967 


Zinc fin per NF-X1 tvne 


IPB000967E 21 88 1 56e-09 70-110 


2341 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19 97 2 15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12.44 3.l3e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2342 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


2343 


1PB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


2344 


PR01223 


Bride of sevenless protein signature 
VI 


PR01223F 4.19 9.78e-l 1 205-229 


2344 


PR00354 


7Fe ferredoxin signature IH 


PR00354C 6.24 8.06e-09 260-277 


2345 


IPB001304 


C-type lectin domain 


1PB001304A 17.98 8.04e-1490-114 
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2345 


PR00356 | 


Type II antifreeze protein signature 

vn 


PR00356G 10.21 8. 15e-09 201-214 


2346 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 90-114 






T\/rw» IT onfifrpp^p r»mtpi« cionji'hirp 

1 /PC H dJllJLU.C&tiC JJ1UIC1U 2»lgUdLUlts 

VII 


PR00^56G 10 21 8 15e-09 201-214 


2347 


PR00245 


Olfactory receptor signature V 


PR00245E 8.96 5.15e-16 341-352 
PR00245E 8.96 5.15e-16 659-670 
PR00245B 13.73 3.77e-15 187-199 
PR00245C 14 65 2 73e-14 234-250 
PR00245C 14.65 8.27e-14 552-568 
PR00245D 9.34 2.59e-13 294-303 
PR00245D 9 34 239e-13 612-621 
PR00245B 13.73 1.39e- 12 505-517 


2347 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 7.00e-12 176-187 
IPB000276A 1 1.56 7.00e-12 494-505 
PR00245A 10.98 8.77e- 12 468-479 
PR00245A 10.98 1.72e-ll 150-161 
IPB000276D 9.40 6.09e-10 340-356 


2347 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.55e- 10 435-456 
IPB000276D 9.40 7.65e-10 658-674 
PR00237A9.81 1.84e-09 402-426 


2347 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 2.83e-09 109-121 
PR00534A 12.77 2.83e-09 427-439 
PR00237C 14 77 3 86e-09 162-184 
PR00237B 12.45 6.92e-09 1 17-138 
PR00237A 9.81 8.31e-09 84-108 


2348 


PR00346 


Tissue factor signature VILT 


PR00346H 10.74 8.18e-09 76-99 


2350 


PR00457 


Animal haem ner oxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2351 


PR00457 


Animal haem peroxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2354 


IPB000623 


Shikimate kinase 


IPB000623A 19.06 6.27e-09 55-84 


2360 


IPB001841 


RING finger 


IPB001841 10.69 1.95e-09 159-168 


2372 


IPB000421 | 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421B 20.70 1.36e-14 129-149 


2373 


IPB000421 \ 


Coagulation factor 5/8 type C 
domain (FA58Q 


IPB000421B 20.70 1.36e-14 129-149 


2375 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 3.45e-17 60-98 


2375 


IPB003527 


MAP kinase 


IPB003527D 21.53 4.48e-15 53-94 


2375 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 4.21e-12 35-87 


2375 


IPB000861 


PKN/rhopmlin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 5.59e-12 62-111 


2375 


IPB000095 


PAK-box /P21-Rho-bmding 


IPB000095F 16.47 2.26e-ll 64-118 


2375 


IPB000961 


Protein kinase C- terminal domain 


IPB000961D 21.23 1.61e-10 56-97 


2376 


IPB001881 


Calcium-binding EGF-like domain 


IPB0O1881A 8.72 2.20e-09 41-50 


2376 


PR00873 


Echinoidea (sea urchin) 
metallothionein signature IV 


PR00873D 8.25 8.11e-09 41-59 


2377 


PR00402 


Tec/Btk domain signature I 


PR00402A 20.14 8.15e-15 94-113 
PR00402B 12.26 4.69e-13 113-125 
PR00402C 13.13 8.03e-12 125-138 


2379 


IPB003886 


Extracellular domain in nidogen 


EPB003886D 13.91 8.57e-15 46-65 


2379 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 9.05e-14 1-16 
IPB000152 8.86 5.91e-13 46-61 


2379 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 9.25e-13 1-12 


2379 


PR01217 


Proline rich extensin signature VII 


PR01217G4.02 4.20e-ll 125-150 
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2379 


IPB0O0O33 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-ll 51-61 
IPB001881B 12.28 1.00e-10 46-57 


2379 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.66e-09 51-61 


2379 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 3.29e-09 133-147 
IPB000O33B 7.05 3.84e-09 6-16 


9T7Q 


tprooo^i 


EfVJJ'-llKC UUIIloIIi 


IPR000561 4 80 6 79e-09 55-63 
PR00010C 6.98 7.80e-09 6-16 


9T7Q 


PR 00910 


T jitMwrnic ORR6 nrntfM n cicmatirrf* I 

A-rULCUVMUD vyjvi v pi VSlblll algUaUXlG ■ 


PR00910A 2 74 8 71e-09 133-145 
PR00910A 2.74 9.46e-09 131-143 


2385 


PR 0094-5 


Olfjiftyvrv Tfw*nt"nr ^ipnuturf* TIT 


PR 00245 C 14 65 9 53e-17 218-234 


2385 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9 34 1 53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2385 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


918S 


PR00S14 


iVlCiaQUt^Utiiii rCxsCL/iui laiiiiiy 

signature I 


PR00*i34A 12 77 5 17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 




ppH08Q£ 


\/ O PAnTAPPlH ^**r*f^T%4"/Yt* oionotnTP 1 1 

V doOpTCSSUl i CUCpUJI blglLailUG 11 


PR00896R Qlfi7 93e-0Q 07.108 
PR00237G 19.23 1.00e-08 314-340 


918£ 


ppno9A < ; 

x JtvUvZ*fJ 


wiiaCiury recepiur signaiur c in 


PR0094.5f* 14 65 9 53e-1 7 91 8-214 


2386 


IPB000276 


Rhodopsin-like GPCR superfamily 


JJPB000276A 11.56 9.25e-14 160-171 
PR0094STj 0 14 1 53*»-13 978-987 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13 73 1 00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


9386 


PR 00237 


RTirwTrtt"w:iTi-1ilri» frPfR amfirfiarmlv 

signature V 


PR00237E 13 03 3 83e-09 241-264 




PR00S34 


dnrw^rxrfiTi Tfv^prrfrvr fstmilv 
lVi.ci<UJiA/UI liii id/Cpiui loiiJiijr 

signature I 


PR00534A 12 77 5 17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


9186 


PR 00806 


Vacrmr^Qcin rpc#*ntor ciOTiJrtitTf* 17 


PR00896B 9 36 7 23e-09 97-108 
PR00237G 19.23 1.00e-08 314-340 


2389 


PR01360 


Interleukin-1 receptor antagonist 

nrp/M ir^r\r TT -1 R A ci crnafirrf* VT 
yjl u/Ui am ii r x ivrv oi guaiui w ▼ x 


PR01360F 14.44 3.11e-12 145-163 
PR01360C 10 33 4 84e-ll 86-103 


2389 


IPB000975 


Interleukin-1 


1PB000975D 24.45 5.55e-09 80-119 
IPB000975E 28.12 9.80e-09 124-163 


2389 


PR00264 


Interleukin-1 precursor family 

tricrnntirrp T 


PR00264A 18.63 1.00e-08 83-103 


2390 


TJPB001664 


Intermediate filament proteins 


IPB001664B 17.44 9.69e-22 102-141 
IPB001664C 11.32 4.38e-18 159-186 


9390 


PR 01 948 


T"vrw» T Irprntrn cicmnfirrf* TT 

L j J/C 1 HUClcUiXl ol^lluLUi V> JUL 


PR01248B 8 42 6 37e-15 94-1 17 
PR01248C 10.07 9.23e-14 148-168 
PR01248A 8.12 431e-ll 73-86 


2390 


PR01177 


Metahcitrrmic pairtina-aminnhiitvric 
acid type Bl receptor signature X 


PR01 177J 6.10 4.96e-10 11-29 


2393 


PR01276 


Type II keratin signature HI 


PR01276C 10.16 7.32e-ll 67-80 
PR01276B 9.79 5.96e-10 20-32 


2394 


IPB001818 


Matrixin 


IPB001818C 24.38 7.43e-35 54-99 
IPB001818B 26.48 8.15e-25 9-50 
IPB001818C 24.38 1.55e-21 96-141 


2394 


PR00138 


Matrixin signature ID 


PR00138C 20.07 1.78e-16 52-80 
PR00138B 14.84 5.21e-10 28-43 
PR00138C 20.07 9. 18e-l 094-122 


2395 


IPB001818 


Matrixin 


IPB001818C 24.38 7.43e-35 54-99 
IPB001818B 26.48 8.15e-25 9-50 
IPB001818C 24.38 l.55e-21 96-141 
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2395 


PR00138 


Matrixin signature ID 


PR00138C 20.07 1.78e-16 52-80 
PR00138B 14.84 5.21e-10 28-43 
PR00138C 20.07 9.18e-10 94-122 


2396 


PR00049 


Wi1m f s tumour protein signature IV 


PR00049D 0.00 2.07e-09 10-24 


2396 


IPB002000 


Lysosome-associated membrane 


IPB002000D 5.87 5.25e-09 12-25 


2405 


IPB000364 


Phosohoenolovruvate carboxvkinase 
(GTP) 


IPB000364M 26.08 l.40e-09 623-657 


2406 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 6.50e-17 155-179 


2412 


1PB001559 


Phosphotri esterase family 


IPB001559F 24.25 1.49e-25 343-377 
IPB001559D 19.17 5.00e-20 207-233 
IPB001559C 16.25 5.34e-16 172-193 
IPB001559E 16.18 5.35e-16 245-263 
IPB001559A 10.81 1.23e-ll 49-60 
IPB001559B 12.98 8.50e-10 153-163 


2412 


IPB000890 


Acetate and butyrate kinase 


IPB000890E 8.17 8.66e-09 336-349 


2414 


PR00049 


WilnVs tumour protein signature IV 

• 


PR00049D 0.00 9.24e-ll 4KM24 
PR00049D 0.00 2.07e-10 412-426 
PR00049D 0.00 2.14e-10 41 1-425 
PR00049D 0.00 2.14e-10 414-428 


2414 


IPB000996 


Clathrin hght chain 


IPB000996B 20.25 8.98e-10 342-394 
PR00049D 0.00 9.43e-10 408-422 
PR00049D 0.00 9.71e-10 409-423 


2414 


PR01217 


Proline rich extensin signature II 


PR01217B 4.82 7.09e-09 412-428 






1 UUUr UUIilctLU 


IPB002999B 7 50 7 55e-09 412-420 


2414 


PR01471 


Histamine H3 receptor signature V 


PR01471E 5.41 8.92e-09 411-426 
PR00049D 0.00 8.93e-09 413-427 


2415 


PR01372 


Yersinia virulence determinant YopE 


PR01372B 7.73 4.87e-09 21-38 


2420 


IPB003817 


Phosphatidylserine decarboxylase 


IPB003817D 23.34 8.71e-25 194-220 
IPB003817C 10.66 4.00e-15 172-184 
IPB003817E 13.21 2.67e-14 283-299 
IPB003817A 12.64 4.15e-13 77-91 
IPB003817B 13.04 4.00e-09 101-109 


2425 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2426 


1PB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2427 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" s 


IPB002469J 8.97 3.52e-12 17-33 








IPB000906A 22 49 6 14e-19 145-187 
IPB000906F 35.93 3.09e-16 63-116 
IPB000906F 35.93 7.91e-16 96-149 


2429 


PR01415 


Ankyrin repeat signature I 


PR0i415A 12.73 3.70e-15 252-264 
IPB000906A 22.49 1.71e-14 46-88 
IPB000906F 35.93 l.00e-12 346-399 
IPB000906A 22.49 5.66e-12 112-154 
IPB000906G 25.85 9.36e-12 53-101 
PR01415A 12.73 1.00e-ll 53-65 
PR01415A 12.73 2.61e-ll 119-13 


2430 


PR00834 


HtrA/DegQ protease family signature 

in 


PR00834C 15.48 7.35&-19 148-172 
PR00834D 11.75 7.39e-17 186-203 
PR00834B 10.17 3.25e-13 107-127 
PR00834E 13.43 6.03e-12 208-225 


2430 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 6.81e-12 191-207 
PR00834A 8.79 1.44e-ll 86-98 
PR00834F 11.11 1.53e-09 301-313 
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IPB000126A 1 1.75 9.83e-09 78-93 


2432 


PR00505 


D12 class N6 adenine-specific DNA 
methyltransferase signature I 


PR00505A 15.44 3.67e-12 39-55 
PR00505B 11.79 8.88e-l2 60-74 


2433 


PR00179 


Lipocalin signature II 


PR00 179B 7.67 2.35e-09 15-27 
PR00179C 17.26 6.70e-09 42-57 j 


2433 


PR01 174 


Rctinol binding protein signature VI 


PR01174F 11.76 6.82e-09 14-30 ] 


2433 


PR01254 


Prostaglandin D synthase signature V 


PR01254E 14.07 8.23e-09 39-53 J 


74^4 


PR 01 047 


A onartvl-tRN A synthetase signature 

II 


PR01042B 12.76 4.69e- 1 1 260-273 
PR01042A 9.01 9.77e-10 244-256 


2434 


IPB002106 


Aminoacyl-transfer RNA synthetases 
class-E 


IPB002106A 13.35 1.00e-08 196-208 


itjj 


TPR001952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952D 19.72 4.50e-20 7-35 
IPB003952E 9.04 2.46e-16 48-65 


2436 


1PB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 8.50e-23 52-87 


2437 


IPB000958 


KH domain 


IPB000958 6.84 5.09e-12 173-186 
IPB000958 6.84 2.29e-l 1 89-102 


2440 


IPB001393 


Calsequestrin 


IPB001393A 16.72 1.00e-40 66-115 
IPB001393B 11.93 1.00e-40 169-222 
IPB001393C 16.33 1.00e-40 225-277 
IPB001393D 11.26 1.00e-40 320-372 


2440 


PR00312 


Calsequestrin signature V 


r IZn, o.0 1 / . / jeoo z\A/-AZ.y 
PR003121 15.97 5.71e-35 363-391 

PR00312J 13.61 6.48e-34 394-422 
PR00^19DQ 10 7 17e-33 159-188 
PR00312B 14.57 4.41e-32 93-122 
PR00^12r 16 48 5 62e-32 123-152 
PR00312G 11.43 1.49e-31 261-288 
PR00312F 16.12 L73e-31 230-259 
PR00312A 11.96 7.94e-27 66-89 


2442 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 4.94e-16 139-188 


2442 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 8.50e-16 160-182 


2442 


IPB001003 


"MHC Class II, alpha chain, alpha- 1 
domain" 


IPB001003B 14.72 9.90e-10 147-190 


2444 


TIT) AAA/J | 


Small proline-rich protein signature I 


PR00021B5.91 1.00e-14 31-40 
PR00021B5.91 1.00e-13 22-31 
PR00021D 4.82 139e-l3 25-33 
PR00021D 4.82 l.39e-13 34-42 
PR00021D 4.82 6.87e-13 43-51 
PP00021B 5 91 1 92e-ll 40-49 
PR00021E 7 77 1 23e-10 61-70 
PR00021C 5.97 1.25e-10 25-31 
PR00021C 5.97 l.25e-10 34-40 


2444 


PR01217 


Proline rich extensin signature TV 


PR01217D 4.57 4.94e-10 30-51 
PR01217G 4.02 2.42e-09 23-48 
PR01217G 4.02 2.42e-09 30-55 
PR01217G 4.02 2.58e-09 21-46 
PR01217D 4.57 7.89e-09 21-42 
PR01217G 4.02 8.89e-09 39-64 


2444 


1PB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 9.44e-09 12-52 


2445 


PR00205 


Cadherin signature VI 


PR00205F 19.57 5.15e-21 522-548 
PR00205B 20.09 5.50e-21 254-283 
PR00205D 12.22 1.39e-15 338-357 
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PR00205B 20.09 2.50e-15 464-493 
PR00205D 12.22 6.09e-15 233-252 
PR00205G 13.05 8.00e-15 556-573 
PR00205A 17.38 2.59e-14 85-104 


2445 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 242-259 
PR00205B 20.09 5.63e-13 145-174 
IPB002126B 12.04 7.43e-13 452-469 
PR00205D 12.22 7.60e-13 443-462 
PR00205G 13.05 7.75e-13 341-358 
PR00205F 19.57 3.38e-12 309-335 
PR00205G 13.05 9.10e-12 236-253 
PR00205E 10.82 3.37e-ll 252-265 

PR00205D 12.22 7.59e-ll 553-572 
PR00205F 19.57 9.05e-ll 412-438 
TPRftft91?fiA 14 68 4 91 e-10 206-222 
IPB002126A 14.68 5.30e- 10 416-432 
TPR002126R 12 04 3 25e-09 133-150 
PR00205C 13 59 3 25e-09 326-338 
IPB002126B 12.04 4.50e-09 347-364 
PR00205B 20.09 9.83e-09 581-610 
PR00205G 13 05 1 00e-08 446-463 


2447 


IPB000006 


"Vertebrate metallothionein, family 
i 


EPB000006 13.41 3.90e-12 29-74 
IPB000006 13.41 4.41e-12 36-81 
IPB000006 13.41 6.70e-ll 32-77 


2JY*I 




nggsnen proiciri signature 111 


PR01228C 5 69 1 22e-10 23-38 
PR01228C 5.69 1.98e-10 7-22 




TPRft01971 


IVAtUIllAAol loll UGXGllaW 


IPB001271 19.97 379e-l 0 48-76 


OAA1 


JUT DuvaH? 1 ! 


"If f*r^tin hi&h «nilfirr R7 nrntein" 

iVClclLlllj lJJJ^ll oUli.Ul D£* JylV-HGllA 


IPB002494C 14.46 3.36e-10 42-85 
IPB001271 19.97 3.47e-10 26-54 
IPB002494A 12.44 6.11e-10 67-100 


2447 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 7.32e-10 8-39 
PR01228C 5.69 8.05e-10 16-31 


2447 


IPB003571 


Snake toxin 


IPB003571B 18.08 8.07e-10 73-96 
IPB002494A 12.44 9.08e-10 22-55 




DDAAB^fi 
rKUUoDo 


crustacean mcuuioimoneni signaiun? 
II 


PRflftftfRR 5 9^ 1 48e-09 37-55 
IPB000006 13.41 3.11e-09 33-78 


2447 


IPB001169 


"Integrin beta, C-terminus" 


IPB001 169K 27.45 3.19e-09 39-81 


2447 


IPB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPB002919A 15.56 3.57e-09 49-61 
TPROA9174A ^ft 51 4 15e-A9 24-55 
EPB001271 19.97 4.44e-09 55-83 
IPB002494A 12 44 4 97e-09 29-62 
PR01228C 5.69 5.03e-09 15-30 
PR01228C 5.69 5.03e-09 19-34 
IPB002174A 30.51 5.28e-09 16-47 


2447 


IPB000254 


"Cellulose-binding domain, fungal 
type" 


IPB000254 18.11 5.36e-09 25-55 
IPB000006 13.41 5.59e-09 39-84 
IPB002174A 30.51 5.72e-09 33-64 
PR01228C 5.69 5.76e-09 24-39 


2447 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 6.55e-09 2-18 
IPB002174A 30.51 6.62e-09 4-35 


2447 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 7.19e-09 35-66 
IPB000006 13.41 7.24e-09 47-92 


2447 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 7.37e-09 57-92 
IPB001 169K 27.45 7.81e-09 32-74 
IPB000006 13.41 8.07e-09 37-82 
IPB002494A 12.44 8.35e-09 26-59 ! 
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IPB00O006 13.41 8.44e-09 52-97 




PPM 117 
Jr Jvv ill/ 


CLC-6 chloride channel signature I 


PR01 1 17A 7.79 9.47e-09 48-60 
IPB001271 19.97 9.5 le-09 64-92 
IPB002174A 30.51 9.77e-09 36-67 


2447 


IPB002221 


W AP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 1.00e-08 45-66 


2448 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 4.79e-12 52-77 J 


2448 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.05e-10 49-62 
IPB000822 14.67 9. 14e- 10 200-225 


2450 


PR00946 


Mercury scavenger protein signature 

T 

1 ! 


PR00946A 4.14 8.16e-09 6-24 


2452 


IPB002038 


Osteopontin ! 


IPB002038C 22.35 1.00e-40 173-214 


2452 


Tan aao i c 

PR00216 


Osteopontin signature I 


PR00216A 11 45 9 71e-34 43-72 
IPB002038A 12.23 5.15e-31 42-71 
PR00216C 9.12 7.82e-21 95-120 
PR00216B 6.70 9.49e-21 79-108 
PR00216D 3.16 3.30e-l8 142-156 
PR00216E 6 95 3 81e-18 174-188 
IPB002038B 15.58 4.11e-16 77-121 
PR00216D 3.16 3.69e-12 136-150 


2452 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 9.26e-09 117-144 
TPB002038B 15 58 9 58e-09 91-135 


2454 


IPB001241 


DNA topoisomerase II family 


IPB001241F 23.94 8.36e-37 475-523 


2454 


PR01158 


Topoisomerase II signature VIII 


PR01158H 13.39 5.50e-30 804-826 
IPB001241G 14.13 1.00e-29 547-573 
PR01158K 14.14 5.24e-27 1023-1049 
PRA1 1 5Rf* 0 XI S 01e-77 757-780 


2454 


IPB002205 


"DNA gyrase/topoisomerase IV, 
subunit A" 


IPB002205B 14.49 4.79e-24 760-795 
IPB001241E 20.94 3.00e-22 371-397 
PR011581 13.95 7.00e-22 834-854 
PR01158D 11.94 5.24e-21 565-580 


2454 


PR00418 


DNA topoisomerase II family 
signature VI 


PR00418F 13.13 3. 40e-20 546-562 
IPB001241A 15.98 6.04e-20 50-71 
IPB001241B 10.04 2.71e-19 172-190 
PR00418G 12.91 8.94e-19 564-581 
IPB001241H 17.27 1.96e-18 808-831 


2454 


PR00615 


CCAAT-binding transcription factor 
subunit A signature I 


PR00615A 17.09 2.93e-18 319-337 
PR01158J 13.56 3.45e-18 939-953 
IPB002205D 10.13 3.54e-18 867-888 
PR00615B 18.03 3.77e- 18 707-725 
PR00418C9.38 1.82e-17 176-190 
PR00418I 17.21 4.60e-17 626-642 
IPB002205A 8.13 9.54e-17 729-747 
PR00418A 13.58 7.65e-16 96-111 
PR01158C 11.35 1.00e-15 519-532 
PR01158E 8.11 2.29e-15 585-596 
PRftl 1 1 0 39 4 71e-15 632-644 
PR00615C 17.93 8.50e-15 1148-1166 
PR00418E 14.82 L37e- 14 473-487 
IPB001241D 14.87 1.43e-14 328-341 
PR00418B 12.37 2.57e-14 133-146 
PR00418D 14.25 2.71 e-14 328-341 
PR01158A 7.61 4.60e-13 456-466 
IPB002205C 11.89 5.09e-12 812-826 
PR00418H 10.58 5.9 le- 12 584-596 
IPB001241C 13.37 1.31e-ll 230-242 


2454 


IPB000509 


Ribosomal protein L36E 


IPB000509B 20.29 7.85e-ll 1216-1270 
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. PR01158B 8.30 1.27e-10 471-478 


2454 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 5.64e-09 1362-1386 
IPB000135D 2.13 7.45e-09 1363-1387 
IPB000135D2.13 8.09e-09 1364-1388 


2454 


PR01469 


Bacterial carbamate kinase signature 
V 


PR01469E 10.60 8.43e-09 128-146 
IPB000135D2.13 8.73e-09 1360-1384 


2457 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 6.55e-13 67-101 1 


2466 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 9.61e-10 204-256 


2473 


PR01475 


Parkin signature IX 


PR014751 10.01 8.01e-09 96-118 


2476 


IPB003743 


DUF164 


IPB003743B 20.164.64e-09 88-126 


2481 


IPB000215 


Serpins 


IPB000215C 13.90 5. 00e-09 435-449 


2482 


PRO 1377 


Claudin-1 signature IV 


PR01377D 6.30 1.00e-19 229-243 
PR01377A7.94 1.00e-16 141-152 


2482 


IPB000729 


PMP-22/EMP/MP20 family 


IPB000729D 18.96 5.50e-15 197-224 


2482 


PR01077 


Claudtn signature III 


PR01077C 13.60 2.53e-12 99-109 I 
PR01377B 13.79 1.12e-ll 176-183 | 
PR01377C 14.12 2.44e-l 1 188-195 \ 
PR01077B 14.12 1.00e-10 85-91 
IPB000729C 37.83 5.31e-10 116-168 
PR01077A 9.72 4.49e-09 57-66 


2482 


PR01385 


Claudin-14 signature I 


PR01385A 5.13 5.70e-09 46-62 


2483 


IPB001919 


"Cellulose-binding domain, bacterial 
tvoe" 


IPB001919B 14.22 2.97e-09 188-212 


2487 


PR01305 


Invasion protein B family signature 
IV 


PR01305D 7.82 6.19e-09 266-279 


2488 


IPB002652 ! 


Importin beta binding domain 


IPB002652H 25.98 1.00o40 568-614 
IPB0026521 1838 1.36e-35 647-683 


2488 


IPB000225 


Armadillo repeat 


IPB000225E 20.58 8.20e-22 646-668 
IPB002652C 21.73 5.88e-14 519-571 
IPB000225D 18.99 5.02e-13 535-558 
IPB002652F 18.67 9.25e-ll 543-575 
IPB002652G 22.45 1.36e-09 535-580 


2488 


IPB003191 


Guanylate-binding protein 


IPB003191M 10.38 7.64e-09 69-99 


2490 


IPB001762 


Disintegrin ; 


IPB001762A 23.93 4.33e-23 19-59 


2490 


PR00289 


Disintegrin signature I 


PR00289A 14.29 1.16e-14 35-54 
IPB001762B 10.06 3.40e-12 66-76 


2490 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 238-280 
PR00289B 1 1.74 3.80e~09 64-76 


2490 


IPB003306 


WIF domain 


PB003306E 25.51 7.40e-09 215-260 


2491 


IPB001359 


Synapsin 


EPB001359H 22.58 6.07e-09 96-146 


2495 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2496 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2497 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2498 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 7.95e-09 230-264 


2502 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 1.25e-09 187-199 


2502 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.31e-09 89-126 


2504 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 1.68e-09 219-253 


2504 


PR00580 


Prostanoid EP1 receptor signature V 


PR00580E 8.05 7.1 le-09 226-247 


2505 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


EPB003006B 20.23 6.54e-09 195-232 


2506 


1PB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.54e-09 195-232 


2507 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 9.42e-l0 637-65 1 
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ZDUo 


PPM 481 


M*»i rrr»fp«ncin tvnp ? TRCCDtOT SIOTlflture 

INCUTOLCIlI>lll L Y Lyv* Xr lvww|*K/l OlgluUUiV 

in 


PR01481C 15.05 1.00e-17 176-189 




PPA1A70 
r lvUl«+/y 




PR01479B 12.40 2.43e-17 89-101 
PR01481A 7.58 3.54e-16 1-13 
PR01479C7.31 1.00e-15 102-115 
PR01481B6.68 1.45e-15 14-26 
PR0148lD4.62 2.19e-l5 190-201 
PR01479E 8.74 3.70e-15 240-250 
PR01479D 13.10 6.57e-14 229-239 
PR01479A 8.89 1.00e-13 29-39 






PKftHnnoin-lilcp OP^R siinerfam i 1 v 
signature VII 


PR00237G 19.23 4.44e-12 249-275 


2508 


PR00665 


Oxytocin receptor signature IV 


PR00665D 10.30 1.32e-ll 134-150 
PR01479F 8.03 5.l9e-ll 277-287 
PR00237C 14.77 4.32e-10 1 15-137 
PR00237A 9.81 7.33e-10 34-58 
PR00237D 9.76 7.43e-10 151-172 


2508 


PR01417 


Growth hormone secretagogue 
receptor type 1 signature IV 


PR01417D 12.33 8.13e-10 111-127 
PR00237F 14.34 6.05e-09 204-228 


2509 


IPB001101 


Plectin repeat 


IPB001101A 10.14 5.40e-14 1-37 


2510 


IPB001101 


Plectin repeat 


IPB001101A 10.14 5.40e-14 1-37 


2517 


IPB001552 


Acyi-CoA dehydrogenase 


TPRnni 97 77 2 46e-19 523-563 
TPROO^S^D 24 88 5 35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 


ZD 15 


TPRftAISV? 
Jx Dl/UlJjZ 




IPB001552E 22.77 2.46e-19 523-563 
EPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 1 1.25 6.90e-10 97-108 


2519 


LPB002524 


Cation efflux family 


IPB002524B 23.89 5.20e-17 50-89 


2519 


IPB003452 


Stem cell factor 


IPB003452B 19.11 6.63e-09 109-157 
IPB002524A 20.13 7.39e-09 8-48 


2520 


PR00215 


Neuromodulin signature III 


PR00215C 13.82 7.58e-10 478-498 


2520 


PR00194 


Tropomyosin signature IV 


PR00194D 9.54 7.19e-09 357-380 


2520 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422A 13.23 7.43e-09 453-497 


ZjZl 


DDA1 1*7Q 

JrKUl 1 to 


IVlCTilOOtrupiw ffilllH B rain i ■ mi jlilji aw 

acid type B2 receptor signature XI 


PR01178K 13 44 8 65e-09 179-203 




TPOAAOfifiO 

JUriJUUZooy 


Wov/ aomain 


IPB002889B 1 1 .76 4.56e-10 34-80 j 
IPB002889B 11.76 7.84e-09 19-65 
IPB002889B 11.76 7.84e-09 27-73 
IPB002889B 11.76 1.00e-08 23-69 


7S29 


PR00019 


Leucine-rich reoeai signature II 


PR00019B 11.42 1.33e-10 225-238 
PR00019A 11.72 8.33e-10 228-241 
PR00019A 11.72 4.00e-09 202-215 
PR00019B 11.42 7.82e-09 199-212 


2530 


IPB0O3006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.60e-10 297-334 


2530 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 13-26 


2531 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.60e-10 297-334 


2531 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 13-26 


2532 


IPB003884 


Factor I membrane attack complex 


IPB003884A 12.20 7.06e-09 56-67 


2536 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.50e-l3 309-334 


2536 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 4.18e-12 306-319 
IPB000822 14.67 5.74e-12 281-306 
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2536 


PR00258 


Speract receptor signature I 


PR00258A 13.56 2.98e-10 87-103 


9S16 


TPR009R67 


v^ysieine-ncn ouniain ^v^oii\x/ 






tprooi^99 


ratty acid aesaiurase, type i 


TPRftfl1S99F99 ^9 1 Ifld-I^S 

IPB001522E 20.55 5.85e-36 26-79 


Z.JHKJ 


PPftft075 


Fatty acid aesaturase ramiiy i 

pi/mofiiiFa \/TT 

signature vn 


PPftflfV7*iri 1 ft ^ft ^ £9<»-9ft 1^1 14^ 
PR(lftft7SP 1 1 4/>r-1R 

PR00075F 14.62 8.81e-16 88-109 




TPR000419 


uin/v mismaicn repair proiem iviuio 
family, C-terminal domain" 


rPRftftivr*9n ir r 09p_iq *?/;o^i7 

IPB000432C 12.07 1.00e-37 329-360 
TPR000419F 1 6 07 q R6e-97 476-S07 
IPB000432E 8.78 9.00e-13 441-451 




TPR0091S6 




TPR0091S6R 1 1 n 9 90e-11 100-1 10 


2542 


1PB003006 


Immunoglobulin and major 

nic+#\i m rMTii^n1"iT*ilTJ\/ pmnniPY fl/YfilSlifi 
illolUVl/JIipaUL/llliy i*UIiipiCA UvltlcULU 


IPB003006B 20.23 8.20e-10 33-70 


2543 


IPB000998 


MAM domain 


IPB000998C 18.63 L95e-12 17-32 


9**iii 

£J*TJ 


ppnoo90 

r JtvUvwZ.1/ 


ivLrVivt aomdin Mgndiurc 111 


PR Oft 09 OP 19 01 R 19e-10 1f>-97 
TPR0000QRD IR fi^ 0 file- 10 R9-105 

1TOUUV770X/ IO.UU 7.U1C 1U Oi"IVJ 




rpt>nn9^^n 

lrDUUZ7jU 


tvazai-type senile protease inniouur 


TPR009^S0 11 7R 1 09«-11 


2544 


IPB003006 


Immunoglobulin and major 

UlD UAsUIll poll U1I IVy t-UilipiCA UUIJIoJJI 


IPB003006B 20.23 1.78e-ll 150-187 




ppooAdQ 


TVfimcfi'UYininAr mnttAivt P91 roc 

i nuisioi uiing protein jt z i ras 
signature I 


PP00440A 19 4RR 1fifi-10Rfi-107 




ppoot?£ 


fTTPI /Ann Kin /liner rrrntm-n 

o i jt I/V/I3VJ vj i Jr-Pinoing protein 
family signature I 


PP0019^A R70 0 11p-10 RR.10R 






viuanyiaie Kinase 


TPROOO^IOA 1R OR A 91«-00 RR-10S 


2545 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.14e-09 87-102 






Adenylate kinase signature I 


PPftftftQAA 0 £9 0 ^7*»»ft0 RO 109 




PPOOQ1R 


Poll r»i inmr r\rvr\ o^rim'fii'rol i-ir\lx/tvrrtt*»t'r» 

v^ajiui virus non-su ucturaj poiyproiein 

irtinii y fri fMinmi s? i 


PP.0001RA 11 R1 0 fiOp-OO R9-109 


2545 


TPR00079S 


VJ 1 a ULUUUlg ClUilgaUuil lalAUl 


TPR00070'SA 10 67 Q 77e-09 87-109 


2547 


IPB003006 


Immunoglobulin and major 

Vii<rt , nrnmn5i'HW1itv pnmnlpt rlnmain 


IPB003006B 20.23 3.08e-09 4-41 


2548 


PR00698 


C elepanq Sri* "familv intepral 
Tnpmnrrjinft n r/M pi ti ^lon^iiirp v 

UlvlUUlOllv plulUJl JlglUUUlV T 


PR00698E 14 65 2 76e-09 95-120 


2551 


IPB001737 


Ribosomal RNA adenine 
dimethyl ase 


IPB001737A27.il 8.54e-10 135-180 


2553 


IPB000906 


ZU5 domain 


IPB000906A 22.49 3.16e-09 38-80 


2554 


TPB001245 


TvrfvnTip IHtiuqp csitnlvtir Hmrmin 
l jrl Value iLllJaoC wtltll yuv umiiaJUJ 


IPB001245B 21 68 6 54e-13 281-319 


2554 


IPB000095 


PAK-box /P21~Rho-binding 


IPB000095F 16.47 3.97e-ll 285-339 


2554 


TPR000Q61 


ii iHciii uikuc w*ienuiu<ii UUUIcUll 


rPR000Q61Ij 91 91 9 99p_10 977-118 
IPB001245A 22.45 3.18e-10 228-268 


2555 


TPBQ0 1 245 


TvrfkQirip Irinaop pntalvHf* ffnmsin 


IPR001245B 21 68 6 54e-ll 281-319 


2555 


IPB000Q95 




IPB000095F 16 47 3 97e-ll 285-339 


2555 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 277-318 
IPB001245A 22.45 3.18e-10 228-268 


2557 


PR01041 


Methionyl-tRNA synthetase 
signature V 


PR01041E 16.72 2.69e-17 60-75 
PR01041D 11.02 7.43e-13 30-41 


2557 


IPB001412 


Arninoacyl-transfer RNA synthetases 
class- 1 


IPB001412B 6.33 8.71e-12 98-108 


2558 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353A 18.51 7.30e-27 41-90 


2563 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2563 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 
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686 


hormone 


Somatotropin hormone 
family 


3.1e-27 


103.9 


1 


9-182 


688 


hormone 


Somatotropin hormone 
family 


4.2e-37 


136.7 


1 


9-176 


689 


serpin 


Serpin (serine protease 
inhibitor) 


1.8e-74 


260.8 


i 


51-397 


690 


efhand 


EFhand 


2.7e-08 


41.0 




34-62:70-98 


691 


Lipase 3 


Lipase (class 3) 


23e-20 


81.1 




366-505 


692 


PH 


PH domain 


0.028 


21.0 


i 


36-127 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


4.2e-51 


183.2 


1 


93-483 


695 ; 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.3e-21 


83.9 


1 


22-294 


696 


lectin c 


Lectin C-type domain 


5.1e-06 


33.3 


i 


181-286 


698 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


3.8e-42 


153.5 


1 


40-402 


700 


myb_DNA- 
binding 


Myb-like DNA-binding 
domain 


9.3e-09 


42.5 1 


i 


231-278 


700 


ZZ 


Zinc finger, ZZ type 


0.021 


17.8 


i 


168-211 


702 


zf-ANl 


AN 1 -like Zinc finger 


0.0034 


18.0 


-f 


10-52:103-138 


703 


CRAL TRIO 


CRAL/TRIO domain 


2.5e-41 


150.7 




85-280 


703 


CRAL TRIO 
N 


CRAI/TRIO, N-terminus 


5.9e-10 


46.5 


1 


3-71 


704 


Rhomboid 


Rhomboid family 


0.019 


-10.9 




152-307 


705 


GKAP 


Guanylate-kinase-associated 
protein (GKAP) p 


7e-292 


983.1 




621-979 


706 


LBPBPICE 
TP C 


LBP/BPI/CETP family, 
(^terminal do 


4.6e-06 


33.6 




218-456 


707 


GlycoJransf_8 


Glycosyl transferase family 
8 


0.0021 


-38.4 




103-368 


708 


UM 


LIM domain 


7.8e-14 


59.4 




12-68 


710 


Collagen 


Collagen triple helix repeat 
(20 copies) 


8e-169 


574.2 


20 


56-114:115-174:187- 

245:291-349:360- 

418:423-483:492- 

550:598-656:684- ' 

743:750-808:809- 

868:869-928:929- 

988:1032-1090:1096- 

1154:1155- 

1214:1217- 

1277:1278- 

1337:1341- 

1400:1417-1476 


710 


C4 


C-terminal tandem repeated 
domain in type 4 


1.5e- 
148 


506.9 


2 


1489-1596:1597- 
1711 


711 


ldljrecept_a 


Low-density lipoprotein 
receptor domain 


0 


1307.3 


32 


67-108:112-152:880- 

920:921-961:962- 

1001:1002- 

1041:1042- 

1081:1088- 

1127:1130- 

1170:1171- 

1212:2545- 

2586:2587- 

2625:2626- 

2664:2676- 
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2713:2717- 
2755:2756- 
2795:2796- 
2838:2840- 
2879:2880- 
2923:2926- 
2964:3352- 
3391:3392- 
3430:3431- 
3470:3471- 
3510:3511- 
3549:3550- 
3588:3589- 
3626:3629- 
3667:3668- 
3706:3709- 
3749:3750- 
3790:3797-3835 


711 


ldl_receptj> 


Low-density lipoprotein 
receptor repeat 


2.4e- 
239 


808.6 


34 


332-373:375- 

417:419-461:605- 

646:648-692:694- 

742:744-791:1337- 

1382:1384- 

1425:1427- 

1472:1474- 

1517:1518- 

1558:1655- 

1696:1698- 

1740:1742- 

1780:1782- 

1825:1959- 

2000:2002- 

2043:2045- 

2087:2089- 

2131:2276- 

2315:2318- 

2365:2367- 

2410:2412- 

2453:2454- 

2495:3092- 

3134:3136- 

3177:3179- 

3221:3223- 

3260:3262- 

3303:3970- 

4016:4018- 

4074:4076- 

4118:41204163 


711 


EGF 


EGF-like domain 


1.8e-28 


108.0 


36 


69-106:157-190:196- 

230:512-553:835- 

870:1004-1039:1043- 

1079:1090- 

1125:1173- 

1210:1213- 

1249:1255- 

1289:1568- 
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1606:1875- 
1911:2184- 
2219:2505- 
2540:2589- 
2623:2635- 
2662:2719- 
2753:2928- 
2962:2967- 
3003:3009- 
3041:3314- 
3350:3513- 
3547:3552- 
3586:3590- 
3624:3669- 
3704:3752- 
3788:3842- 
3879:3885- 
3917:4213- 
4244:4254- 
4285:4290- 
4321:4326- 
4357:4362- 
4393:4398- 
4428:4431-4463 


712 


ldljrecept_a 


Low-density lipoprotein 
receptor domain 


4.7e-21 


83.4 


2 


67-108:112-152 


714 


cadherin 


Cadherin domain 


0 


1168.1 


16 


47-126:140-241:255- 

344:363-466:480- 

573:588-680:694- 

784:798-884:898- 

987:1001-1091:1105- 

1201:1215- 

1306:1320- 

1411:1425- 

1520:1526- 

1622:1634-1728 


715 


cadherin 


Cadherin domain 


0 


1177.0 


16 


47-126:140-241:255- 

344:363-466:480- 

573:588-680:694- 

784:798-884:898- 

987:1001-1091:1105- 

1201:1215- 

1306:1320- 

1411:1425- 

1520:1526- 

1622:1634-1729 


716 


DPPIV_Njer 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


1.2e-07 


-81.3 


I 


132-652 


716 


Peptidase S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 


1 


656-736 


717 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-71 


249.9 


10 


32-54:60-82:154- 
176:182-204:210- 
232:238-260:266- 
288:294-316:322- 
344:350-372 


720 


ig 


Immunoglobulin domain 


2.8e- 
178 


605.6 


15 


68-128:163-223:259- 
317:352-410:445- 
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503:538-596:629- 

687:720-780:813- 

871:904-962:995- 

1052:1085- 

1143:1176- 

1232:1266- 

1323:1356-1413 


720 


tsp_l 


Thrombospondin type 1 
domain * 


5e-87 


302.5 


6 


1435-1485:1492- 

1542:1549- 

1599:1606- 

1656:1663- 

1713:1720-1770 


720 


EGF 


EGF-like domain 


1.6e-32 


121.5 


8 


2013-2047:2053- 

2092:2098- 

2130:2136- 

2172:2178- 

2215:2221- 

2256:2338- 

2372:2378-2418 


721 


SPRY 


SPRY domain 


2.7e-29 


110.7 


1 


289^18 


721 


SAP 


SAP domain 


6.9e-09 


43.0 


1 


3-37 


722 


ABC tran 


ABC transporter 


le-105 


364.6 


2 


510-692:1322-1506 


724 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, s 
C- terminal domain ! 


1.6e-49 


178.0 


1 


50-201 


725 


EGF 


EGF-like domain 


1.9e-18 


74.7 


5 


65-91:98-132:138- 
172:178-217:223-258 


725 


MAM 


MAM domain 


1.7e-13 


58.3 


1 


402-546 


726 


NHL 


NHL repeat 


5.4e-67 


236.0 


6 


431-458:478- 

505:525-552:572- 

599:619-646:666-693 


726 


Filamin 


Filamin/ABP280 repeat 


6.9e-18 


72.9 


1 


306-402 


726 


zf-B box 


B-box zinc ringer 


5.6e-05 


30.0 


1 


98-139 


727 


RhoGAP 


RhoGAP domain 


2.3e-50 


180.8 


1 


775-947 


727 


DAG_PE-bind 


Phorbol 

esters/diacylglycerol 
binding dom 


0.0004 


21.8 


1 


703-747 


728 


CN hydrolase 


Carbon-nitrogen hydrolase 


0.0048 


-84.5 


1 


25-261 


729 


tsp_l 


Thrombospondin type 1 
domain 


6.9e-32 


119.4 


11 


570-623:980- 

1034:1037- 

1089:1092- 

1146:1165- 

1220:1221- 

1276:1313- 

1364:1367- 

1420:1426- 

1479:1482- 

1535:1543-1593 




: — : 

Reprolysin 


Reprolysin \mizd) iamuy 
zinc metallo 


I.Je-lo 


oo.o 


i 


OTA—A fifi 


729 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


4.8e-l0 


46.8 


1 


93-223 


731 


ig 


Immunoglobulin domain 


5.1e-12 


53.4 


3 


6-99:146-235:282- 
373 


732 


ig 


Immunoglobulin domain 


1.6e-l6 


68.3 


4 


42-129:179-272:319- 
408:455-546 


735 


RhoGEF 


RhoGEF domain 


3e-10 


47.5 


1 


165-340 
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737 


rrm 


RNA recognition motif. 


l.le-26 


102.1 


3 


78-142:151-222:240- 
311 


742 


cadherin 


Cadherin domain 


3.6e- 
100 


346.2 


6 


147-243:257- 

349:369-460:474- 

563:577-666:685-773 


743 


PGM_PMM_H 


Phosphogiucomutase/phosp 
homannomutase, alp 


0.08 


-11.7 


1 


67-179 


745 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e- 
108 


373.3 


15 


130-152:158- 

180:186-208:214- 

236:242-264:270- 

292:298-320:326- 

348:354-376:382- 

404:410432:438- 

460:488-510:516- 

538:544-566 


746 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-91 


314.9 


12 


205-227:233- 

255:261-283:289- 

311:317-339:345- 

367:373-395:401- 

423:429-451:457- 

479:485-507:513-535 


746 


KRAB 


KRAB box 


2.3e-23 


91.1 


1 


35-75 


747 


EMP24 GP25 
L 


emp24/gp25L/p24 family 


1.2e-79 


278.0 


1 


5-201 


748 


acid_phosphat 


Hisndine acid phosphatase 


2.5e- 
158 


539.4 


1 


31-371 


749 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


8.7e-60 


212.0 


1 


527-649 


749 


PH 


PH domain 


8e-17 


69.3 


1 


393-487 


749 


ank 


Ankyrin repeat 


4.6e-15 


63.5 


3 


826-858:859- 
891:892-925 1 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e~43 


157.0 


6 


603-625:631- 

653:693-715:721- 

743:751-773:779-801 


751 


KRAB 


KRAB box 


9.5e-20 


79.0 


1 


342-382 


753 


LRR 


Leucine Rich Repeat 


2e~30 


114.5 


8 


61-82:83-106:107- 
131:132-155:156- 
179:180-203:204- 
227:228-251 


753 


LRRCT 


Leucine rich repeat C- 
terminal domain 


3.6e-07 


37.2 


1 


261-311 


754 


A2M 


AJpha-2-macroglobulin 
family 


3.4e- 
195 


661.8 


1 


721-1469 


754 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


1.6e-88 


307.5 


1 


1-623 


755 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


4.6e-24 


93.4 


1 


242422 


756 


fii3 


Fibronectin type III domain 


2.1e-53 


190.9 


4 


598-687:700- 
790:802-891:903-986 


756 


ig 


Immunoglobulin domain 


1.6e-49 


177.9 


6 


43-102:137-198:242- 

299:332-388:424- 

481:514-579 


758 


LRR 


Leucine Rich Repeat 


1.2e-28 


108.6 


7 


52-75:76-99:100- 
123:124-147:148- 
171:172-195:196-216 


758 


ig 


Immunoglobulin domain 


5.2e-07 


36.7 


1 | 301-359 
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758 


LRRCT 


Leucine rich repeat C- 
terminal domain 


0.00013 


28.8 


1 


240-285 


759 


7tm_2 


7 transmembrane receptor 
(Secretin family) 


2.3e-20 


81.1 


1 


1009-1273 


759 


GPS 


Latrophilin/CL-l-like GPS 
domain 


7.1e-13 


56.2 


1 


950-1002 


759 


ig 


Immunoglobulin domain 


33e-08 


40.7 


2 


286-352:485-547 


759 


SEA 


SEA domain 


0.043 


20.1 


1 


168-279 


760 


zf-C2H2 


Zinc finger, C2H2 type 


13e-85 


297.6 


12 


107-129:135- 

157:163-185:191- 

213:219-241:247- 

269:275-297:303- 

325:331-353:359- 

381:387-409:415-437 


764 


HIT 


HIT family 


0.00082 


-4.2 


1 


173-273 


768 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2e-49 


177.6 


2 


32-129:142-247 


768 


Lysyl oxidase 


Lysyl oxidase 


4.5e-41 


149.9 


1 


251-359 


769 


Glyco_transf8 


Glycosyl transferase family 
8 


4.7e-06 


-2.1 


1 


1-250 


770 


WD40 


WD domain, G-beta repeat 


4.4e-07 


37.0 


3 ; 


215-251:365- 
401:407-443 


773 


Cytidylyltrans 


Phosphatidate ! 
cytidylyltransferase ! 


8e-92 


318.5 


1 


221-401 


774 


WD40 


WD domain, G-beta repeat 


1.5e-08 


41.8 


2 


166-203:327-363 


779 


HesB-like 


HesB-like domain 


3.5e-36 


133.6 


1 


49-151 


780 


ig 


Immunoglobulin domain 


0.014 


22.0 


2 


8-57:96-155 


783 


vwa 


von Willebrand factor type 
A domain 


2.1e-42 


154.3 


1 


266-440 


783 


Kunitz_BPTI 


Kunitz/Bovine pancreatic 
trypsin inhibito 


1.7e-18 


74.8 


1 


540-590 


783 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.014 


-13.0 


4 


2-60:61-117:118- 
175:181-239 


784 


Sterol desat 


Sterol desaturase 


6.4o46 


166.0 


1 


57-263 


785 


ig 


Immunoglobulin domain 


2e-32 


121.1 


4 


116-176:331- 

391:1355-1415:1552- 

1613 


786 


adenylatekinas 
e 


Adenylate kinase 


2.6e-08 


-30.8 


1 


35-189 


788 


SH3 


SIB domain 


6.7e-13 


56.3 


1 


1-56 


789 


SH3 


SH3 domain 


L6e-14 


61.6 


1 


73-129 


790 


TIMP 


Tissue inhibitor of 
metalloproteinase 


l.le-40 


148.5 


1 


15-124 


791 


lectin c 


Lectin C-type domain 


5.1e-06 


33.3 


1 


162-267 


792 


UDPGT 


UDP-glucoronosyl and 
UDP-glucosyl transferas 


5e-237 


800.8 


1 


1-447 


794 


Ubiejnethyltr 
an 


ubiE/COQ5 

methyltransferase family 


6.3e-05 


-96.3 


1 


37-241 


794 


PCMT 


Protein-Iwsoaspartate(D- 
aspartate) O 


0.038 


-104.6 


1 


23-192 


795 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


6.9e-31 


116.0 


1 


444-720 


799 


PH 


PH domain 


2.8e-18 


74.1 


1 


14-112 


804 


ig 


Immunoglobulin domain 


0.0006 


26.5 


2 


35-111:146-197 


809 


ig 


Immunoglobulin domain 


0.0014 


25.4 


1 


109-171 
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811 


MHCJ 


Class I Histocompatibility 
antigen, domains 


l.le-06 


4.5 


1 


29-205 


812 


ig 


Immunoglobulin domain 


5.4e-41 


149.6 


5 


78-137:176-237:274- 
335:369-430:465-529 


813 


ig 


Immunoglobulin domain 


2.2e- 
103 


356.8 


12 


295-358:393- 

452:1468-1530:1565- 

1627:1662- 

1724:1761- 

1823:1858- 

1926:1961- 

2020:2059- 

2120:2157- 

2218:2252- 

2313:2348-2412 


814 


ig 


Immunoglobulin domain 


2.2e- 
103 


356.8 


12 


490-553:588- 

647:1663-1725:1760- 

1822:1857- 

1919:1956- 

2018:2053- 

2121:2156- 

2215:2254- 

2315:2352- 

2413:2447- 

2508:2543-2607 


814 


LRR 


Leucine Rich Repeat 


l.le-25 


98.8 


6 


58-81:82-105:106- 
129:130-153:154- 
177:186-209 


814 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.le-09 


42.9 


1 


219-280 


814 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00025 


27.8 


1 


28-56 


816 


Apolipoprotein 


Apolipoprotein A1/A4/E 
family 


1.6e-06 


34.6 


1 


4-251 


817 


Apolipoprotein 


Apolipoprotein AI/A4/B 
family 


1.6e-06 


34.6 


1 


4-251 


819 


phoslip 


Phospholipase A2 


3.3e-48 


173.6 


1 


21-145 


821 


MRMLE 


Mandelate racemase / 
muconate lactonizing en 


4.6e-05 


-4.2 


1 


149-386 


821 


MR_MLE_N 


Mandelate racemase / 
muconate lactonizing en 


0.0031 


-0.4 


1 


1-112 


822 


NAP 


Nucleosome assembly 
protein (NAP) 


1.7e- 
190 


646.3 


1 


12-285 


823 


PP2C 


Protein phosphatase 2C 


6.2e-72 


252.4 


1 


107-383 


824 


vwc 


von Willebrand factor type 
C domain 


3.8e-13 


57.1 


2 


103-157:160-214 


825 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


0.00045 


-23.4 


1 


1-173 


826 


7tra_l 


7 transmembrane receptor 
(rhodopsin family) 


z.ze-*tu 


1A7 f\ 

IH/.O 


i 
i 


40-287 


828 


RhoGAP 


RhoGAP domain 


1.9e-26 


101.3 


1 


101-250 


829 


CUB 


CUB domain 


l.le-27 


105.4 


1 


2-102 


830 


CUB 


CUB domain 


l.le-27 


105.4 


1 


2-102 


831 


myosin_head 


Myosin head (motor 
domain) 


9.7e-15 


-285.0 


1 


37-318 


832 


myosin_head 


Myosin head (motor 
domain) 


4.9e-23 


-122.5 


1 


37-408 
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834 


thyroglobulin 
1 


Thyroglobulin type-1 repeat 


l.le-20 


82.1 


1 


316-379 


834 


kazal 


Kazal-type serine protease 
inhibitor 


1.5e-06 


35.2 


1 


139-183 


838 


LRR 


Leucine Rich Repeat 


9.7e-45 


162.1 


12 


61-84:85-108:109- 
132:133-156:157- 
180:181-204:205- 
228:229-252:253- 
276:277-300:301- 
324:326-349 


838 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.5e-09 


42.8 


1 


359-405 


838 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.031 


20.9 


1 


31-59 


841 


ank 


Ankyrin repeat 


8e-33 


122.5 


4 


1-27:29-61:130- 
162:164-196 


841 


SAM 


SAM domain (Sterile alpha 
motif) 


0.0031 


24.2 


1 


577-640 


844 


ig 


Immunoglobulin domain 


6.3e-39 


142.8 


4 


53-110:150-216:255- 
310:350-417 


845 


ig 


Immunoglobulin domain 


5e-56 


199.5 


6 


53-110:150-216:255- 

310:350-417:456- 

516:553-617 


845 


MAM 


MAM domain 


1.3e-52 


188.2 


1 


753-918 


847 


PLA2_B 


Lysophospholipase catalytic 
domain 


4.6e-50 


179.8 


1 


1108-1551 


847 


C2 


C2 domain 


1.6e-06 


35.1 


1 


797-880 


848 


PLA2_B 


Lysophospholipase catalytic 
domain 


8.3e-53 


188.9 


1 


357-800 


848 


C2 


C2 domain 


L6e-06 


35.1 


1 


46-129 


851 


ig 


Immunoglobulin domain 


3.6e-31 


117.0 


3 


48-105:169-227:265- 
344 


852 


ig 


Immunoglobulin domain 


3.6e-31 


117.0 


3 


44-101:165-223:261- 
340 


853 


ig 


Immunoglobulin domain 


2.8e~07 


37.6 


1 


44-101 


854 


C2 


C2 domain 


13e-70 


248.0 


2 


158-245:289-377 


855 


tsp_i 


Thrombospondin type 1 
domain 


1.7e-26 


101.5 


6 


546-596:827- 
881:945-995:1314- 
1364:1426- 
1471:1474-1530 


855 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


1.3e-15 


65.3 


1 


246-456 


855 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


9.2e-05 


8.5 


1 


105-222 


857 


abhydrolase_2 


Phospholipase/Carboxyleste 
rase 


0.051 


-67.3 


1 


120-326 


858 


abhydrolase_2 


Phospholipase/Carboxyleste 
rase 


A f\< 1 




i 
i 


1 11 11Q 


859 


SRCR 


Scavenger receptor 
cysteine-rich domain 


3&-20 


80.7 


1 


33M33 


859 


Collagen 


Collagen triple helix repeat 
(20 copies) 


2.1e-12 


54.7 


1 


255-314 


860 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2e-33 


124.5 


1 


396-493 


860 


Collagen 


Collagen triple helix repeat 


9.1e-13 


55.8 


1 


315-374 
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(20 copies) ! 










862 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-89 


310.8 


12 


192-214:220- 
242:248-270:276- 
298:304-326:332- 
354:360-382:388- 

i 1 A J -f «— jfSCI AAA 

410:416-438:444- 
466:472-494:500-523 


864 


zf-CCCH 


Zinc finger 0x8-0x5-0 
x3-H type 


le-06 


35.8 


1 


52-78 


865 


WD40 


WD domain, G-beta repeat j 


5.7e-12 


53.2 


3 


203-238:271- 
307:360-393 


867 


aminotran 3 


Aminotransferase class-Ill 


3.3e-98 


339.7 


1 


76-509 


868 


aminotran 3 


Aminotransferase class- HI 


6.8e-48 


172.5 


1 


2-406 


869 


trypsin 


Trypsin 


7e~63 


2223 


1 


63-289 


870 


Glycos transf 
1 


Glycosyl transferases group 
I 


1.8e-06 


33.8 


1 


86-239 


873 


EGF 


EGF-like domain 


1.2e- 
120 


414.3 


16 


7-43:50-81:88- 

119:126-157:168- 

199:203-234:243- 

279:280-311:319- 

350:358-389:396- 

427:492-523:530- 

561:568-599:606- 

637:1046-1077 


873 


m3 


Fibronectin type III domain , 


4.1e-34 


126.7 


3 


641-722:740- 
823:839-921 


873 


sushi 


Sushi domain (SCR repeat) 


3.8e-05 


30.5 


1 


433-486 


875 | 


AdoHcyase 


S-adenosyl-L-homocysteine 
hydrolase 


1.5e- 
280 


945.4 


1 


81-507 


878 ; 


fibrinogenC 


Fibrinogen beta and gamma 
chains, Oterm 


7.4e-54 


192.3 


1 


146-382 


879 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, Oterm 


7.4e-54 


192.3 




146-382 


880 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, Oterm 


7.4e-54 


192.3 




146-382 


883 


aa_permeases 


Amino acid permease 


3.9e-07 


-148.3 


1 


40-475 


883 


Aajrans 


Transmembrane amino acid 
transporter pro 


0.0067 


-123.4 


1 


42-460 


884 


pkinase 


Protein kinase domain 


9.3e-06 


-52.2 


i 


100-659 


885 


lectin c 


Lectin C-type domain 


0.0011 


6.9 


1 


47-128 


888 


Peptidase_M20 


Peptidase family 
M20/M25/M40 


0.00043 


16.2 




55-357 


889 


sugar_tr 


Sugar (and other) 
transporter 


0.017 


-118.8 


1 


1-335 


891 




Immunoglobulin domain 


7.5e-05 


29.6 


1 


55-127 


892 


bromodomain 


Bromodomain 


6.9e-87 


302.1 




63-152:356-445 




OLr 


Olfactomedin-like domain 


i.ze- 
120 


414 9 


"1 


990-470 


894 


ig 


Immunoglobulin domain 


7.1e-16 


66.2 




262-322:354-414 


894 


kazal 


Kazal-type serine protease 
inhibitor domain 


le-09 


45.7 




88-132 


894 


efhand 


EF hand 


0.0013 


25.4 




178-206 


895 


aminotran_l_2 


Aminotransferase class I 
and II 


8.5e-ll 


49.3 




8M16 


896 


LIM 


LIM domain 


5.4^42 


152.9 


4 


24-80:83-140:153- 
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209:212-271 


896 


VHP 


Villin headpiece domain 


7.1e-20 


79.5 


1 


538-573 


897 


pltinase 


Protein kinase domain 


8.1e- 
102 


351.7 


1 


356-613 


898 


pkinase 


Protein kinase domain 


8.1e- 
102 


351.7 


1 


543-800 


898 


DCX 


Doublecortin 


5.7e-10 


46.6 


1 


130-194 


899 


GST_C 


Glutathione S -transferase, 
C-terminal domain 


0.088 


11.8 


1 


254-370 


900 


Clq 


Clq domain 


7.6e-72 


252.1 


1 


116-241 


900 


Collagen 


Collagen triple helix repeat 
(20 copies) 


8.4e-06 


32.7 


1 


37-97 


902 


BRCT 


BRCA1 C Terminus 
(BRCT) domain 


4e-92 i 


319.5 


6 


10-93:96-183:479- 
570:579-666:737- 
823:846-944 


903 


BRCT 


BRCA1C Terminus 
(BRCT) domain 


2.7e-06 


34.4 


1 


10-93 


905 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.5e-09 


42.8 


1 


37-83 


905 


LRR 


Leucine Rich Repeat 


0.0066 


23.1 


1 


4-27 


906 


ig 


Immunoglobulin domain 


0.002 


24.8 


1 


25-79 


907 


TB2J)P1_HV 
A22 


TB2/DPl,HVA22femily 


le-34 


128.7 


1 


2-96 


908 


An peroxidase 


Animal haem peroxidase 


3e-193 


655.4 


1 


770-1309 


908 


»g 


Immunoglobulin domain 


le-34 


128.8 


4 


224-283:320- 
376:409-472:533-590 


908 


LRR 


Leucine Rich Repeat 


4.7e-22 


86.7 


4 


51-74:75-98:99- 
122:123-146 


908 


LRRCT, 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


156-208 


908 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1439-1494 


908 


TILa 


TILa domain 


0.023 


12.0 


1 


1438-1491 


909 


An peroxidase 


Animal haem peroxidase 


3e-193 


655.4 


1 


801-1340 


909 


ig 


Immunoglobulin domain 


le-34 


128.8 


4 


255-314:351- 
407:440-503:564-621 


909 


LRR 


Leucine Rich Repeat 


4.7e-22 


86.7 


4 


82-105:106-129:130- 
153:154-177 


909 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


187-239 


909 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1470-1525 


909 


TILa 


TILa domain 


0.023 


12.0 


1 


1469-1522 


910 


An_peroxidase 


Animal haem peroxidase 


3e-193 


655.4 


1 


663-1202 


910 


ig 


Immunoglobulin domain 


3.2e-24 


93.9 


3 


201-260:297- 
353:386-449 


910 


LRR 


Leucine Rich Repeat 


2.6e-18 


74.3 


4 


51-74:75-98:99- 
122:123-146 


910 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1332-1387 


910 


TILa 


TILa domain 


0.023 


12.0 


1 


1331-1384 


911 


EGF 


EGF-like domain 


3.1e-50 


180.3 


9 


47-99:106-141:172- 
203:210-245:574- 
605:823-854:861- 
892:901-933:940-971 
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911 


laminin G 


T^mintn G domain 


0.0002 


25.1 


2 


275-401:663-788 


914 


cNMPJ>mding 


Cyclic nucleoti de-binding 
domain 


l.5e-65 


231.2 


2 


152-240:270-364 


914 


Rlla 


Regulatory subunit of type 
IIPKAR-subu 


4.8e-13 


56.8 


1 


25-62 

. ... ■ 


915 


DIL 


DEL domain 


6.6e-40 


146.0 


1 


214-323 


915 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


2e-12 


54.7 


1 


555-639 


916 


lipoxygenase 


Lipoxygenase 


3.3e- 
193 


655.3 


1 


121-648 


916 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


917 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


917 


lipoxygenase 


Lipoxygenase 


0.00053 


-342.4 


1 


91-294 


918 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


918 


lipoxygenase 


Lipoxygenase 


4e-06 


-297.4 


1 


121-323 


926 


Aajrans 


Transmembrane amino acid 
transporter protein 


1.3e- 
138 


473.9 


1 


114-517 


927 


BGF 


EGF-like domain 


5.8e-36 


132.9 


6 


29-57:60-88:95- 

128:135-171:178- 

209:216-247 


930 


DUF6 


Integral membrane protein 
DUF6 


0.00017 


28.3 


2 


8-129:147-277 


933 


Peptidase_M24 


metallopeptidase family 
M24 


2.1e-69 


244.0 


1 


87-326 


938 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) ! 


1.8e-20 


81.4 


1 


93-174 


938 


L27 


L27 domain 


6.5e-16 


66.3 


1 


13-68 


940 


mn 


RNA recognition motif. 


2.7e-46 


167.2 


4 


61-128:186-253:339- 
406:456-524 


941 


EGF 


EGF-like domain 


1.9e-18 


74.7 


5 


66-92:99-133:139- 
173:179-218:224-259 


941 


MAM 


MAM domain 


L7e-13 


58.3 


1 


403-547 


942 


EGF 


EGF-like domain 


1.9e-18 


74.7 


5 


m 1 Ail 1 TO.1 A A 

71-97:104-138:144- 
178: 1 64-ZZ3 : ZZ9-2.M 


942 


MAM 


MAM domain 


L7e-13 


58.3 


1 


408-552 ! 


943 


PHD 


PHD-finger 


2.9e~10 


47.5 


1 


85-128 


943 


bromodomain 


Bromodomain 


8.2e~10 


46.0 


1 


149-235 


943 


zf-MYND 


MYND finger 


7e-07 


36.3 


- 1 


977-1011 


943 


PWWP 


PWWP domain 


7.5e-06 


32.9 


1 


269-340 


944 


PHD 


PHD-finger 


2.9e-10 


47.5 


1 


or 1 OO 


944 


bromodomain 


Bromodomain 


8.2e-10 


46.0 


— 




944 


PWWP 


PWWP domain 


7.5e-06 


32.9 


1 


r MLf\ lAt\ 


945 


PHD 


PHD-finger 


2.9e-10 


47.5 




85-128 


945 


bromodomain 


Bromodomain 


8.2e-10 


46.0 


1 


149-235 


945 


zf-MYND 


MYND finger 


7e-07 


36.3 




1 tV^I 1 ACT 

1023-1057 


945 


PWWP 


PWWP domain 


7.5e-06 


32.9 


1 


269-340 


946 


PHD 


PHD-finger 


z.ye-iu 


** /.D 






946 


bromodomain 


Bromodomain 


8.2e-10 


46.0 




154-240 


946 


zf-MYND 


MYND finger 


7e-07 


36.3 




1028-1062 


946 


PWWP 


PWWP domain 


7.5e-06 


32.9 




274-345 


950 


ion trans 


Ion transport protein 


3.5e-19 


77.1 




345-518 


951 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


3e-88 


306.6 




210-409 


951 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


1.3e-31 


118.4 


1 


80-198 
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951 


disintegrin 


Disintegrin 


2.5e-23 


90.9 


1 


426-501 


953 


ank 


Ankyrin repeat 


2e-46 


167.6 


7 


151-183:184- 
215:216-248:250- 
282:283-328:329- 
361:362-401 


954 


interferon 


Interferon alpha/beta 
domain 


1.8e-17 


71.5 


1 


16-171 


956 


adh short 


short chain dehydrogenase 


1.3e-07 


21.8 


1 


31-188 


958 


acid_pbosphat 


Histidine acid phosphatase 


1.7e-58 


207.7 




30-381 


959 


serpin 


Serpin (serine protease 
inhibitor) 


6.4e- 
179 


607.8 


1 


1-329 


960 


serpin 


Serpin (serine protease 
inhibitor) 


9.1e- 
200 


677.1 


1 


47-397 


961 


serpin 


Serpin (serine protease 
inhibitor) 


3.2e- 
200 


678.5 




47-397 


962 


serpin 


Serpin (serine protease 
inhibitor) 


12e- 
203 


689.9 


i 


47-397 


964 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


5.8e-96 


332.2 


1 


232-426 


964 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


4.4e-41 


149.9 


1 


112-220 


964 


disintegrin 


Disintegrin 


2.5e-09 


44.5 




444-517 j 


965 


Uteroglobin 


Uteroglobin family 


1.4e-05 


31.8 


i 


1-88 


966 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


5.7e-92 


319.0 


1 


48-483 


967 


Clq 


Clq domain 


6.1e-44 


159.4 




73-202 


970 


ig 


Immunoglobulin domain 


1.6e-06 


35.1 




41-124:156-230 


970 


zf-CCHC 


Zinc knuckle 


5.7e-05 


30.0 




523-540 


971 


pentaxin 


Pentaxin family 


8.1e-22 


85.9 




281-479 


973 


bZIP 


bZIP transcription factor 


0.024 


19.0 




622-686 


974 


WD40 


WD domain, G-beta repeat 


0.003 


24.3 




37-72:77-113:122- 
156:211-247 


975 


ion trans 


Ion transport protein 


0.0031 


24.2 




248-408 


976 


ion trans 


Ion transport protein 


0.0031 


24.2 




322-482 


977 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e-55 


197.2 


35 


4-27:108-131:162- 

185:243-266:439- 

462:470492:600- 

623:843-866:886- 

908:925-948:1030- 

1053:1114- 

1137:1193- 

1216:1265- 

1288:1312- 

1335:1369- 

1392:1470- 

1493:1515- 

1538:1577- 

1600:1660- 

1683:1697- 

1720:1767- 

1790:1846- 

1869:1892- 

1914:1968- 

1990:2051- 

2073:2085- 

2107:2114- 
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2137:2143- 
2166:2251- 
2274:2280- 
2303:2314- 
2336:2360- 
2382:2388- 

2411:2474-2496 1 


980 


trypsin 


Trypsin ! 


7.9e-18 


72.7 


1 


155-326 ] 


980 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


8e-12 


52.7 


1 


332-427 


980 


kazal 


Kazal-type serine protease 
inhibitor domain 


3.7e-05 


30.6 


1 


63-117 


981 


asp 


Eukaryotic aspartyl protease 


8.1e- 
104 


358.3 


1 


19-421 


984 


Zn carbOpept 


Zinc carboxypeptidase 


2e-114 


393.5 


1 


50-332 


985 


Zn carbOpept 


Zinc carboxypeptidase 


2e-114 


393.5 


1 


50-332 


986 


NifU_N 


NifU-like N terminal 
domain 


4.2e-80 


279.5 


1 ; 


34-160 


988 


UPAR LY6 


u-PAR/Ly-6 domain 


1.8e-05 


31.6 


1 


28-110 


990 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-12 


55.2 


3 


53-78:87-114:120- 
144 


991 


pkinase 


Protein kinase domain 


8.6e-90 


311.7 


1 


20-312 


992 


spectrin 


Spectrin repeat 


6.6e-26 


99.5 


7 


17-121:124-226:229- 

340:343-449:452- 

556:781-888:891-999 


994 


Clq 


Clq domain 


2.1e-31 


117.8 


1 


160-284 


994 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.00022 


22.3 


1 


76-135 


995 


Allantoicase 


Allantoicase repeat 


8.7e- 
122 


418.0 


2 


1-136:159-319 


996 


ig 


Immunoglobulin domain 


4.9e~ll 


50.1 


3 


37- 1 5 1 : 1 82-243 :275- 
335 


997 


RasGEF 


RasGEF domain 


1.7e-88 


307.4 


1 


999-1184 


997 


RhoGEF 


RhoGEF domain 


8.2e-68 


238.7 




247-428 


997 


PH 


PH domain 


2.3e-35 


130.9 


2 


23-133:460-588 


997 


RasGEFN 


Guanine nucleotide 
exchange factor for Ras-1 


4.9e-18 


73.3 




633-688 


997 


IQ 


IQ calraodulin-binding 
motif 


0.012 


22.2 




206-226 


999 


Kjetra 


K+ channel tetramerisation 
domain 


6e-31 


116.2 




24-126 


1002 


PHD 


PHD-finger 


1.9e-17 


71.4 




185-233 


1002 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


0.00078 


26.2 




108-156 


1003 


WD40 


WD domain, G-beta repeat 


1.8e-24 


94.7 


6 


768-802:959- 
992:1070-1104:1110- 
1145:1151- 
1185:1191-1225 


1004 


ZZ 


Zinc finger, ZZ type 


4.6e-ll 


50.2 


1 


3-48 


1004 


zf-C2H2 


Zinc finger, C2H2 type 


0.012 


22.2 


1 


78-101 


1006 


C2 


C2 domain 


9.6e-05 


29.2 


1 


304-394 


1007 


IBN_NT 


Importin-beta N-terminal 
domain 


9.5e-28 


105.6 


1 


22-101 


1009 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


L4e-35 


131.6 


1 


250-373 
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1009 


PH 


PH domain 


1.7e-14 


61.6 


1 


136-227 ! 


1009 


ank i 


Ankyrin repeat 


2e-ll 


51.4 


2 


411-446:447-479 


1009 


SH3 


SH3 domain 


1.7e-10 


48.3 


1 


881-938 


1011 


ig 


Immunoglobulin domain 


12e-48 


175.1 


6 


80-148:183-242:281- 

342:379-440:474- 

535:570-634 


1015 


efiiand 


EFhand 


3.7e-26 


100.3 


4 I 


29-57:65-93:102- 
130:138-166 




7tm 1 


7 transmembrane receptor 
(rhodopsin family) 


3.7e-76 


266.4 


1 


87-350 


101 0 


T RR 


Leucine Rich Repeat 


2.9e-41 


150.5 


14 


82-105:106-129:133- 

157:158-181:182- 

205:206-229:251- 

272:329-352:377- 

399:403-426:427- 

444:463-486:537- 

558:559-582 


1021 


RasGEF 


RasGEF domain 


le-47 


172.0 


1 


907-1092 


1021 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-17 


70.2 


1 


580-661 


1021 


cNMP_bmding 


Cyclic nucleotide-binding 
domain 


3.8e-13 


57.1 


1 


345^35 


1021 


RA | 


Ras association 
(RalGDS/AF-6) domain 


1.3e-05 


32.1 


1 


799-885 


1022 


RasGEF 


RasGEF domain 


le-47 


172.0 


4 


857-1042 


1022 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


42e-l7 


70.2 




530-611 


1022 


cNMP binding 


Cyclic nucleotide-binding 
domain 


3.8e-13 


57.1 


-j 


295-385 


1022 


RA 


Ras association 
(RalGDS/AF-6) domain . 


1.3e-05 


32.1 


- { 


749-835 


1026 


Ricin_B_lectin 


QXW lectin repeat 


1.3e-ll 


52.1 


3 


134-172:187- 
225:226-265 


1027 


SCF 


Stem cell factor 


2.4c- 
119 


409.9 


1 


1-216 


1028 


cadherin 


Cadherin domain 


1.9e-75 


264.0 


4 


50-141:155-250:264- 
366:379-470 


1029 


cadherin 


Cadherin domain 


1.4e-78 


274.5 


4 


50-141:155-250:264- 
366:379-470 


1030 


PH 


PH domain 


1.2e-10 


48.8 


1 


522-624 


1031 


Renaldipeptas 
e 


Renal dipeptidase 


1.3e-73 


258.0 


1 


54-377 


1032 


aa_perraeases 


Amino acid permease 


3.9e-07 


-148.3 


1 


40-475 


1032 


Aatrans 


Transmembrane amino acid 
transporter pro 


0.0067 


-123.4 


1 


42-460 


1033 


FTHFS 


Formate— tetrahydrofolate 
ligase 


0 


1367.2 


1 


360-979 


1033 


THF DHG C 
YH 


Tetrahydrofolate 
dehydrogenase/cyclohyd 


1.5e-07 


21.3 


1 


68-180 


1033 


THF DHG C 
YH C 


Tetrahydrofolate 
dehydrogenase/cyclohyd 


3.7e-05 


^5.5 


1 


182-329 


1035 


RhoGEF 


RhoGEF domain 


9.1e-26 


99.0 


1 


778-962 


1035 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-12 


53.6 


1 


47-122 


1035 


PH 


PH domain 


0.081 


19.5 


1 


1006-1119 



WO 2004/080148 



PCT/US2003/030720 



481 
TABLE 4 A 



SEQ 
ID 


Model 


Description 


value 


Score 


Repeats 


Position 


1037 


PH 


PH domain 


2.4e-10 


47.8 


1 


17-124 


1037 


efhand 


EFhand 


2.7e-08 


41.0 


2 


138-166:174-202 ! 


1039 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.9e-22 


87.0 


1 


40-289 


1040 


tsp_3 


Thrombospondin type 3 
repeat 


Ue-22 


88.9 


9 


404-418:440- 

454:463-477:499- 

513:522-536:537- 

551:560-574:600- 

614:615-627 


1040 


TSPN 


Thrombospondin N- 
terminal -like domain 


2.3e-05 


22.9 


1 


1-101 


1042 


PTR2 


POT family 


7.4e-85 


295.3 


1 


103^71 


1043 


FH2 


Formin Homology 2 
Domain 


4e-105 


362.7 


1 


595-1038 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e- 
140 


478.8 


19 


114-136:142- 

164:170-192:198- 

220:226-248:254- 

276:282-304:310- 

332:338-360:366- 

388:394416:422- 

444:450-472:478- 

500:506-528:534- 

556:562-584:590- 

612:618-640 


1044 


KRAB 


KRAB box 


6.4e-27 


102.9 


1 


8-48 


1044 


zf-BED 


BED zinc finger 


0.099 


10.5 


2 


431-473:603-641 


1046 


PA 


PA domain 


4.1e-20 


80.3 


1 


155-255 


1048 


TIG 


IPT/TIG domain 


5.9e-57 


202.6 


3 


803-893:895- 
980:983-1092 


1048 


PSI 


Plexin repeat 


7.4e-26 


99.3 


2 


azo c tf\.ncc% OA1 

468-5 19:759-801 


1048 


Sema 


Sema domain 


1.6e-ll 


-3.7 


1 


1A A An 

34-449 


1049 


BTB 


BTB/POZ domain 


1.7e-26 


101.4 


1 


20-124 


1050 


ABC tran 


ABC transporter 


9.9e-37 


135.5 


1 


26-217 


1051 


ZZ 


Zinc finger, ZZ type 


4.6e-ll 


50.2 


1 


3-48 


1051 


zf-C2H2 


Zinc finger, C2H2 type 


0.012 


22.2 


1 


78-101 


1052 


MS 


Immunoglobulin domain 


1.2e-U 


52.2 


2 


34-110:150-204 


1053 


CUB 


CUB domain 


2.5e-12 


54.4 


1 


156-260 


1053 


WSC 


WSC domain 


0.002 


18.6 


1 


,71-142 


1054 


ig 


Immunoglobulin domain 


0.0026 


24.4 


1 


36-113 


1055 


MHCJ 


Class I Histocompatibility 
antigen, domains 


2.4e- 
146 


499.6 


I 


25-203 


1055 


% 


Immunoglobulin domain 


8.5e-08 


39.3 


1 


220-285 


1057 


LBP_BPI_CE 
TP C 


LBP / BPI / CETP family, 
Oterminal do 


0.00076 


-0.8 


1 


217444 


1062 


PMP22_Claudi 
n 


PMP- 

22/EMP/MP20/Claudin 
family 


1.8e-44 


161.2 


1 


4-181 


1064 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.8e-71 


249.5 


5 


1-84:209-297:310- 
393:409-490:694-775 


1065 


PID 


Pbosphotyrosine interaction 
domain (PTB/PID) 


l.le-44 


161.8 


1 


42-168 


1067 


pkinase 


Protein kinase domain 


2.8e-73 


256.8 


1 


12-272 1 


1068 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


5.6V37 


136.3 


1 


38-185 


1069 


lactamase B 


Metallo-beta-lactamase 


3e-35 


130.6 


1 


7-172 
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superfamily 










1070 


annexin 


Annexin 


2e-128 


440.1 


4 


57-124: 128-196:212- 
280:288-355 


1071 


SNF 


Sodiumrneurotransmitter 
symporter family 


0 


1202.5 


1 


44-574 


1072 


ig 


Immunoglobulin domain 


0.0008 


26.1 


1 


38-122 


1073 


Glypican 


Glypican 


2.1e- 
291 


981.5 


1 


3-566 


1074 


PAP assoc 


PAP/25 A associated domain 


4.2e-12 


53.7 


1 


490-549 


1074 


rrm 


RNA recognition motif 


7.2e-08 


39.6 


1 


58-123 


1075 


Glyco transf 2 
9 


Glycosyltransferase family 
29 


3.6e-69 


243.2 


1 


213-507 


1078 


A2M 


Alpha-2-macroglobuhn 
family 


3.4e- 
195 


661.8 


1 


721-1469 


1078 


A2MJN 


Alpha-2-macrogIobulin 
family N-terminal regi 


1.6e-88 


307.5 


1 


1-623 


1079 


A2M_N 


Alpha-2-macroglobulin 
femily N-terminal regi 


4.7e-90 


312.6 


1 


14-636 


1080 


A2MJN 


Alpha-2-macroglobulin 
family N-terminal regi 


1.5e-38 


141.5 


1 


1-563 


1081 


A2M 


Alpha-2-macroglobulin 
family 


1.3e- 
200 


679.9 


1 


721-1469 


1081 


A2M_N 


Alpha-2-macroglobulin ~ 
family N-terminal regi 


1.6e-88 


307.5 


1 


1-623 


1082 


A2M_N 


Alpha-2-macroglobuun 
family N-terminal regi 


4.7e-90 


312.6 


1 


1-623 


1083 


COesterase 


Carboxylesterase 


2.1e- 
155 


529.7 


1 


6-547 


1084 


EGF 


EGF-like domain 


9.5e-90 


311.6 


18 


192-219:404- 

431:631-666:878- 

914:920-956:962- 

997:1003-1037:1043- 

1078:1084- 

1119:1125- 

1160:1166- 

1201:1207- 

1243:1249- 

1285:1291- 

1328:1429- 

1466:1472- 

1507:1626- 

1661:1667-1706 


1084 


TB 


TB domain 


1.8e-78 


274.1 


4 


567-610:688- 

729:1358-1401:1535- 

1577 


1086 


m3 


Fibronectin type III domain 


5.9e-95 


328.9 


5 


373^*59:501- 
587:602-685:700- 

/oO.olM-Ooo 


1086 


>g 


Immunoglobulin domain 


3e-24 


94.0 


4 


168-232:285- 

347:1133-1191:1349- 

1409 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


4.6e-33 


123.3 


4 


161-183:189- 
211:217-239:245-267 


1087 


KRAB 


KRAB box 


l.9e-24 


94.6 


1 


14-54 


1088 


KRAB 


KRAB box 


1.9e-24 


94.6 


1 


14-54 


1088 


zf-C2H2 


Zinc finger, C2H2 type 


le-07 


39.1 1 1 


161-183 
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1089 


KeratinJ32 


Keratin, high sulfur B2 
protein 


2.5e-17 


71.0 


1 


2-153 


1090 


Keratin_B2 


Keratin, high sulfur B2 
protein 


0.0059 


-33.4 


1 


2-76 


1091 


Keratin_B2 


Keratin, higjh sulfur B2 
protein 


1.9e-06 


21.1 


2 


2-108:111-205 


1092 


abhydrolase 


alpha/beta hydrolase fold 


l.6e-12 


55.0 


1 


111-390 


1093 


abhydrolase 


alpha/beta hydrolase fold 


1.6e-12 


55.0 


1 


171-450 


1094 


7tm 3 


7 transmembrane receptor 


5.5e-08 


10.8 


1 


22-271 


1096 


lectin c 


Lectin C-type domain 


2.3e-25 


97.7 


1 


100-208 ] 


1097 


lectin c 


Lectin C-type domain 


6.5e-27 


102.8 


1 


100-208 


1098 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.7e-41 


151.3 


1 


41-290 


1099 


SEA 


SEA domain 


0.00037 


27.2 


t 


330-447 


1100 


ig 


Immunoglobulin domain 


5e-ll 


50.1 


3 


146-203:245- 
295:331-405 


1101 


An_peroxidase 


Animal haem peroxidase 


2.7e- 
194 


658.9 


1 


726-1265 


1101 


ig 


Immunoglobulin domain 


4.4e-36 


133.3 


4 


248-307:344- 
400:433-490:525-582 


1101 


LRR 


Leucine Rich Repeat 


3.1e-25 


97.3 


5 


51-74:75-98:99- 
122:123-146:147-170 


1101 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


180-232 


1101 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1395-1450 


1101 


TILa 


TILa domain 


0.023 


12.0 


1 


1394-1447 


1102 


An_peroxidase 


Animal haem peroxidase 


2.7e- 
194 


658.9 


1 


702-1241 


1102 


ig 


Immunoglobulin domain 


4.4e-36 


133.3 


4 


: 224-283:320- 
376:409-466:501-558 


1102 


LRR 


Leucine Rich Repeat 


3.2e-21 


83.9 


4 


51-74:75-98:99- 
122:123-146 


1102 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


156-208 


1102 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1371-1426 


1102 


TILa 


TILa domain 


0.023 


12.0 


1 


1370-1423 


1113 


pkinase 


Protein kinase domain 


3e-45 


163.8 


1 


194-468 


1117 


ig 


Immunoglobulin domain 


5.8e-17 


69.8 


4 


30-87:127-186:281- 
337:375-434 


1118 


ig 


Immunoglobulin domain 


0.00012 


28.9 


2 


42-98:136-195 


1119 


IBN_NT 


Importin-beta N-terminal 
domain 


3.4e-23 


90.5 


1 


28-100 


1120 


ank 


Ankyrin repeat 


7.7e-21 


82.7 


2 


920-952:953-985 


1120 


SH3 


SH3 domain 


6.1e-15 


63.1 


1 


1022-1079 


1122 


TPR 


TPR Domain 


6.4e-09 


43.1 


3 


124-157:158- 
191:192-225 


1124 


ank 


Ankyrin repeat 


2.9e-46 


167.1 


6 


31-63:64-96:97- 

129:130-162:163- 

195:196-228 


1125 


ank 


Ankyrin repeat 


3.4e-38 


140.3 


5 


31-63:64-96:97- 
129:130-162:163-195 


1129 


F5 F8 type C 


F5/8 type C domain 


1.4e-54 


194.8 


I 


34-174 


1129 


laminin G 


Laminin G domain 


l.4e-07 


38.6 


1 


212-344 
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1130 


F5 F8Jype_C 


F5/8 type C domain 


1.4e-54 


194.8 


1 


34-174 


1130 


larninin_G 


Laminin G domain 


3.1e-44 


160.4 


4 


212-344:398- 

525:821-943:1046- 

1179 


1130 


EGF 


EGF-like domain 


9.1e-07 


35.9 


2 


551-583:962-996 | 


1131 


Glycos transf 
2 


Glycosyl transferase 


6.5e-31 


116.1 


1 


155-341 


1131 


Ricin B lectin 


QXW lectin repeat 


0.00059 


26.6 


2 


467-507:558-596 


1133 


pkinase 


Protein kinase domain 


1.7e-48 


174.5 


1 


11-347 


1135 


C2 


C2 domain 


l.le-42 


155.2 


2 


7-88:135-216 


1135 


RasGAP 


GTPase-activator protein for 
Ras-like GTPase 


5.2e-34 


126.4 


1 


323-513 


1135 


PH 


PH domain 


5.8e-08 


39.9 


1 


567-673 


1135 


BTK 


BTK motif 


9.2e-05 


28.9 


1 


675-711 


1137 


MAM 


MAM domain 


l.le-22 


88.9 


1 


452-593 


1137 


EGF 


EGF-like domain 


3.5e-15 


63.9 


5 


60-86:123-157:163- 
197:203-242:248-283 


1143 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


0.00045 


-23.4 


1 


1-173 


1144 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.2e-40 


147.6 


1 


40-287 j 


1147 


IL1 


Inter! eukin-1 / 18 


4.3e-21 


83.5 


1 


12-152 


1148 


filament 


Intermediate filament 
protein 


5e-101 


349.0 


1 


1-299 


1150 


MBOAT 


MBOAT family 


1.4e-06 


-27.4 


1 


130-323 


1151 


filament 


Intermediate filament 
protein 


2.1e- 
116 


400.1 


1 


131-412 


1152 


Peptidase M10 


Matrixin 


4.4e-84 


292.8 


1 


36-202 


1152 


hemopexin 


Hemopexin 


6e-37 


136.2 


4 


231-273:275- 
317:322-369:371-411 


1153 


Peptidase_M10 


Matrixin 


4.4e-84 


292.8 


1 


36-202 


1153 


hemopexin 


Hemopexin 


6e-37 


136.2 


4 


231-273:275- 
317:322-369:371-411 


1155 


LBP_BPI_CE 
TP C 


LBP/BPI/ CETP family, 
C-terminal do 


3.1e-30 


113.9 


1 


242-478 


1155 


LBPJBPI_CE 
TP 


LBP/BPI /CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1156 


HMG_box 


HMG (high mobility group) 
box 


3.1e-31 


117.2 


1 


85-153 


1159 


DNAJigase 


ATP dependent DNA ligase 
domain 


3.7e-57 


203.3 


1 


480-645 


1159 


zf-PARP 


Poly(ADP-ribose) 
polymerase and DNA- 
Ligase 


8.5e-52 


185.5 


1 


93-185 


1160 


serpin 


Serpin (serine protease 
inhibitor) 


7.7e- 
150 


511.2 


1 


3-425 


1167 


ig 


Immunoglobulin domain 


3.4e-16 


67.2 


3 


42-yo:i 3j-iy/:zj /- 
297 ! 


1169 


lectin c 


Lectin C-type domain 


2e-18 


74.6 


1 


131-231 


1171 


WD40 


WD domain, G-beta repeat 


4.4e-80 


279.5 


8 


224-260:280- 
316:321-357:363- 
398:404-440:446- 
491:497-533:539-574 


1172 


MBOAT 


MBOAT family 


1.6e-08 


6.7 


1 


488-777 


1172 


ig 


Immunoglobulin domain 


2.9e-08 


40.9 


2 


42-99:139-198 
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1173 


MBOAT 


MBOAT family 


1.6e-08 


6.7 


1 


488-777 


1173 


ig 


Immunoglobulin domain 


2.9e-08 


40.9 


2 


42-99:139-198 


1174 


MBOAT 


MBOAT ramily 


5.1e-65 


229.4 




130-373 


1175 


PTE 


Phosphotriesterase family 


1.4e-90 


314.4 


1 


6-233 


1183 


PS_Dcarbxylas 
e 


Phosphatidylserine 
decarboxylase 


6.5e-45 


162.6 


1 


232-467 


1184 


TSC22 


TSC-22/dip/bun family 


1.3e-40 


148.4 


1 


124-183 


1188 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPPIV)N-termi 


5.1e-08 


-71.7 


1 


132-680 


1188 


Peptidase S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




684-764 


1189 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


5.1e-08 


-71.7 




132-680 


1189 


Peptidase_S9 i 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




684-764 


1190 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


3.8e-07 


-94.7 




132-667 


1190 


Peptidase_S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




671-751 


1191 


Ribosomal S2 
5 


S25 ribosomal protein 


6.5e-66 


232.4 




1-100 


1193 


ank 


Ankyrin repeat 


1.2e- 
239 


809.5 


27 


49-81:82-114:115- 
147:148-180:181- 
213:214-246:247- 
279:280-313:314- 
346:347-379:380- 
412:431-463:464- 
496:497-557:558- 
591:593-625:626- 
658:660-692:696- 
728:729-761:762- 
797:798-827:830- 
864:865-897:898- 
931:932-964:968- 
1000 


1194 


trypsin 


Trypsin 


2.5e-18 


74.3 


1 


166-342 


1196 


vwc 


von Willebrand factor type 
C domain 


0.043 


12.4 


2 


50-105:108-163 


1197 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


L2e-28 


108.6 


1 


46-295 


1198 


MethyltransfD 
12 


D12 class N6 adenine- 
specific DNA met 


0.0057 


-49.7 


1 


30-153 


1199 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


1.3e-22 


88.6 


1 


32-176 


1200 


tRNA-synt_2 


tRNA synthetases class II 
(D,KandN) 


7.4e-91 


315.3 


1 


135^73 


1200 


tRNA_anti 


OB-fold nucleic acid 
binding domain 


7.3e-ll 


49.5 


1 


44-118 


1202 


FAD_binding_ 
2 


FAD binding domain 


8.6e-09 


-83.1 


1 


5-162 


1203 


RasGEF 


RasGEF domain 


1.9e-16 


68.1 


1 


211-412 


1204 


KH-domain 


KH domain 


1.9e-50 


181.0 


3 


17-63:101-150:265- 
313 


1206 


transket_pyr 


Transketolase, pyridine 
binding domai 


4e-74 


259.7 


1 


14-191 


1206 


transketolase 
C 


Transketolase, C-terminal 
domain 


5e-55 


196.2 


1 


208-331 


1207 


Calsequestrin 


Calsequestrin 


1.7e- 


1001.7 


1 


1-390 
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297 








1210 


ig 


Immunoglobulin domain 


l.le-13 


58.9 


2 


35-112:154-228 


1213 


cadherin 


Cadherin domain 


9e-81 


281.8 


6 


33-126:140-235:249- 

343:357-448:462- 

558:576-667 


1214 


calreticulin 


Calreticulin family 


2.7e- 
206 


698.7 


1 


21-317 


1221 


Osteopontin 


Osteopontin 


4.6e- 
173 


588.4 


1 


1-279 


1222 


serpin 


Serpin (serine protease 
inhibitor) 


2.4e- 
155 


529.5 


1 


80-443 


1223 


ig 


Immunoglobulin domain 


4.8e-15 


63.4 


2 


31-101:252-303 


1225 


0NA topoisol 
V 


DNA gyrase/topoisomerase 
IV, subunit A 


3.7e- 
180 


611.9 


1 


653-1120 


1225 


DNA _gyraseB 


DNA gyrase B 


1.3e-56 


201.6 


1 


210-370 


1225 


HATPase_c 


Histidine kinase-, DNA 
gyrase B-, and H 


1.8e-13 


58.2 


1 


16-164 


1226 


AMP-binding 


AMP-binding enzyme 


3.6e-80 


279.7 


1 


105-539 


1227 


pa 


PCI domain 


0.016 


18.5 


1 


26-117 


1228 


Clq 


Clq domain 


5.9e-45 


162.8 


1 


73-202 


1230 


auk 


Ankyrin repeat 


3.6e- 
215 


728.2 


28 


7-39:40-72:86- 

147:148-180:181- 

213:214-246:247- 

279:280-312:313- 

346:347-379:380- 

412:413-445:464- 

496:497-529:530- 

590:591-621:626- 

658:659-691:693- 

725:729-761:762- 

794:795-827:832- 

862:864-897:899- 

931:932-965:966- 

998:1002-1034 


1231 


LBP_BPI_CE 
TP C 


LBP / BPI / CETP family, 
C-terminal do 


9.4e-24 


92.3 


1 


242-470 


1231 


LBP_BPI_CE 
TP 


LBP /BPI /CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1232 


LBPJBPI_CE 
TP C 


LBP /BPI /CETP family, 
C-terminal do 


3.1e-22 


87.3 


1 


242^70 


1232 


LBP_BPI_CE 
TP 


LBP / BPI / CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1233 


LBP_BPI_CE 
TP C 


LBP / BPI / CETP family, 
C-terminal do 


9.4e-32 


118.9 


1 


242-478 


1233 


LBP_BPI_CE 
TP 


LBP / BPI / CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1237 


ig 


Immunoglobulin domain 


2.8e-30 


1 X A A 
II4.U 




Zo-oO. 1 Z / - 1 OH .z i y- 

277 


1237 


m3 


Fibronectin type HI domain 


2.6e-28 


107.5 


2 


299-385:396-481 


1238 


Nu£2 


Nu£2 family 


8.7e- 
104 


358.2 


1 


1-148 


1240 


Sema 


Sema domain 


2.2e- 
177 


602.7 


1 


59-496 


1243 


rrm 


RNA recognition motif. 


0.05 


15.7 


1 


17-93 


1247 


EGF 


EGF-like domain 


4.8e-56 


199.6 


17 


105-135:148- 
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178:191-221:234- 
264:277-307:320- 
350:364-396:409- 
439:452-482:495- 
525:538-568:581- 
611:624-656:669- 
699:712-742:755- 
785:798-828 


1249 


IBR 


IBR domain 


0.069 


5.8 


2 


36-104:111-167 


1251 


Aa_trans 


Transmembrane amino acid 
transporter protein 


3.7e-46 


166.8 


1 


52-394 


1252 


Aa_trans 


Transmembrane amino acid 
transporter protein 


1.3e-65 


231.4 


1 


45-419 


1254 


FGF 


Fibroblast growth factor 


1.7e-37 


138.0 


1 


36-166 


1255 


LRR 


Leucine Rich Repeat 


0.0019 


24.9 


4 


49-70:71-92:94- 
115:116-137 


1256 


RPE65 


Retinal pigment epithelial 
membrane protein 


5.8e-83 


289.0 


1 


35-579 


1257 


RPE65 


Retina] pigment epithelial 
membrane protein 


4.7e-82 


286.0 


1 


24-561 


1258 


ig 


Immunoglobulin domain 


3.1e~15 


64.1 


2 


39-97:128-189 


1261 


serpin 


Serpin (serine protease 
inhibitor) 


1.9e-56 


200.9 


1 


23-423 


1263 


arf 


ADP-ribosylation factor 
family 


7.9e-09 


-6.8 


1 


9-182 


1264 


PAP2 


PAP2 superfamily 


3e-ll 


50.8 


1 


95-241 


1265 


SRCR 


Scavenger receptor 
cysteine-rich domain 


1.3e- 
128 


440.7 


5 


35-128:136-227:232- 
329:360-459:477-574 


1266 


SRCR 


Scavenger receptor 
cysteine-rich domain 


1.3e- 
128 


440.7 


5 


35-128:136-227:232- 
329:360-459:477-574 


1270 


Armadilloseg 


ArmamUo/beta-cateiiin-like 
repeat 


1.4e-05 


32.0 


4 


53-93:546-586:633- 
673:675-716 


1273 


pkinase 


Protein kinase domain 


8e-77 


268.6 


1 


103-387 


1275 


Reprolysin 


Reprolysin (M12B) family 
zinc metal] o 


3e-88 


306.6 


1 


227-426 


1275 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


1.3e-31 


118.4 


1 


97-215 


1275 


disintegrin 


Disintegrin 


2.5e-23 


90.9 


1 


443-518 


1277 


ank 


Ankyrin repeat 


2.6e-17 


70.9 


2 


301-339:340-373 


1278 


PeptidaseJMl 


Peptidase family Ml 


2.6e- 
112 


386.5 


1 


98-506 


1284 


Aa trans 


Transmembrane amino acid 
transporter protein 


1.4e-31 


118.3 


1 


4-407 


1285 


UPF0083 


Uncharacterised protein 
family (UPF0083) 


1.9e-05 


14.5 


1 


73-213 


1288 


LRR 


Leucine Rich Repeat 


1.3e-23 


91.9 


7 


66-89:90-113:114- 

137:138-161:163- 

186:187-210:211-233 


1288 


ig 


Immunoglobulin domain 


2.7e-07 


37.7 


1 


314-372 


1288 


LRRCT 


Leucine rich repeat C- 
terminal domain 


5.6e-05 


30.0 


1 


252-297 


1290 


LRR 


Leucine Rich Repeat 


2.2e-12 


54.6 


3 


61-84:85-108:110- 
132 


1291 


DAGKc 


Diacylglycerol kinase 
catalytic domain 


0.063 


-14.5 


1 


74-220 
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1292 




Immunoglobulin domain 


6.7e-10 


46.3 


2 


48-124:161-219 


1293 


ig 


Immunoglobulin domain 


6.7e-10 


46.3 


2 


48-124:161-219 


1295 


Clq 


Clq domain 


1.4e-48 


174.8 


1 


72-198 


1296 


7trn_l 


7 transmembrane receptor 
(rhodopsin family) 


2.5e-24 


94.3 


1 


49-332 | 


1297 


Plectin 


Plectin repeat 


1.6e~86 


300.8 


6 


2734-2778:2808- 

2852:2897- 

2939:3003- 

3042:3043- 

3087:3119-3163 


1297 


CH 


Calponin homology (CH) 
domain 


1.6e-72 


254.3 


2 


213-316:329-433 


1297 


spectrin 


Spectrin repeat 


0.029 


8.2 


1 


889-994 


1298 


Plectin 


Plectin repeat 


1.6e-86 


300.8 


6 


2746-2790:2820- 

2864:2909- 

2951:3015- 

3054:3055- 

3099:3131-3175 


1298 


CH 


Calponin homology (CH) 
domain 


3.1e-69 


243.4 


2 


213-328:341-445 


1298 


spectrin 


Spectrin repeat 


0.029 


8.2 


1 


901-1006 


1306 


MAM 


MAM domain 


5.8e-49 


176.1 




422-595 


1306 


ig 


Immunoglobulin domain 


5.4e-18 


73.2 


^ 


26-93:132-191:228- 
287 


1308 


Acyl-CoAdh 


Acyl-CoA dehydrogenase, 
C-tenninal doma 


L6V49 


178.0 


1 


618-769 


1308 


Acyl- 

CoA dh M 


Acyl-CoA dehydrogenase, 
middle domain 


1.4e-06 


15.3 


! 


505-614 


1309 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, 
C-termmal doma 


1.6e-49 


178.0 


1 


600-751 


1309 


Acyl- 

CoA dh M 


Acyl-CoA dehydrogenase, 
middle domain 


L4e-06 


15.3 


l 


487-596 


1311 


IQ 


IQ calmodulin-binding 
motif 


0.00039 


27.2 


2 


715-735:738-758 


1312 


SAM 


SAM domain (Sterile alpha 
motif) 


3.9e-13 


57.1 


2 


304-369:382-446 


1314 


HECT 


HECT-domain (ubiquitin- 
transf erase) 


5.3e- 
196 


664.5 


1 


2002-2309 


1315 


PAP2 


PAP2 superfamily 


7.8e-28 


105.9 


1 


56-218 


1316 


PAP2 


PAP2 superfamily 


1.6e-32 


121.5 


I 


88-236 


1317 


ig 


Immunoglobulin domain 


2.7e-07 


37.6 


1 


41-116 


1321 


LRR 


Leucine Rich Repeat 


1.9e-66 


234.2 


20 


145-168:169- 

194:195-217:240- 

265:266-285:287- 

310:311-336:337- 

356:358-381:382- 

407:408-427:429- 

452:453-478:479- 

498:500-523:524- 

549:550-569:571- 

594:595-620:621-644 


1321 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.0027 


24.4 


1 


115-143 


1322 


ig 


Immunoglobulin domain 


3.6e-l4 


60.5 


3 


34-120:157-215:267- 
321 
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1323 


ig 


Immunoglobulin domain 


7.8e-06 


32.8 


3 


34-120:157-215:267- 
313 


1324 


tspj 


Thrombospondin type 1 
domain 


0.00039 


27.2 


1 


37-81 


1328 


SRCR 


Scavenger receptor 
cysteine-rich domain 


1.5e- 
171 


583.3 


5 


14-111:188-285:300- 
397:405-503:638-730 


1331 


efhand 


EFhand 


1.5e-06 


35.2 


3 


12-40:48-76:85-1 13 


1333 


writ 


wnt family 


6.8e- 
205 


694.1 


1 


40-365 


1336 


zf-MIZ 


M1Z zinc finger 


3.2e-32 


120.5 




323-375 


1336 


SAP 


SAP domain 


2.4e-05 


31.2 


-\ 


11-45 


1337 


FA desaturase 


Fatty acid desaturase 


2.1e-76 


267.3 




71-296 


1338 


Retrotrans_gag 


Retrotransposon gag protein 


0.097 


8.7 


1 


200-300 I 


1340 


actin 


Actin 


1.9e-61 


217.5 


1 


1-367 


1341 


ion trans 


Ion transport protein 


0.01 


22.5 




117-302 


1343 


fii3 


Fibronectin type III domain 


7.3e-33 


122.6 


2 


394-480:492-578 


1343 


ig 


Immunoglobulin domain 


l.le-23 


92.1 


3 


124-182:224- 
281:316-372 


1344 


ig 


Immunoglobulin domain 


5e-56 


199.5 


6 


53-110:150-216:255- 

310:350-417:456- 

516:553-617 


1344 


MAM 


MAM domain 


1.3e-52 


188.2 


1 


753-918 


1345 


i& 


Immunoglobulin domain 


5.9e-05 


29.9 


1 


186-255 


1345 


kazal 


Kazal-type serine protease 
inhibitor domain 


0.00028 


27.6 


1 


121-168 


1348 


ig 


Immunoglobulin domain 


3.4e-51 


183.5 


6 


61-120:155-214:258- 

315:348-404:440- 

497:530-596 


1348 


&3 


Fibronectin type III domain 


4.4e-40 


146.6 


4 


615-704:717- 

807:819-907:919- 

1002 


1350 


serpin 


Serpin (serine protease 
inhibitor) 


3.2e- 
205 


695.2 


1 


46-402 


1353 


CARD 


Caspase recruitment domain 


1.3e-32 


121.8 


1 


2-91 


1355 


ank 


Ankyrin repeat 


l.le-45 


165.2 


6 


31-63:64-96:97- 

129:130-162:163- 

195:196-228 


1356 


pkinase 


Protein kinase domain 


9.6e-64 


225.2 


1 


221-479 


1359 


tRNA-synt_l 


tRNA synthetases class I (I, 
L,MandV) 


l.le-05 


-214.4 


1 


31-383 


1360 


MHCJIJbeta 


Class II histocompatibility 
antigen, beta 


1.7e-41 


151.3 


1 


41-117 


1363 


ig 


Immunoglobulin domain 


l.le-08 


42.3 


3 


114-200:236- 


1364 


Tissue fac 


Tissue factor 


0.069 


-126.3 


1 


1-271 


1364 


fii3 


Fibronectin type in domain 


0.095 


14.9 


1 


35-125 


1365 


IL1 


Interleukin-1 / 18 


7.6e-30 


112.6 


1 


11-155 


1366 


A2M 


Alpha-2-macroglobulin 
family 


le-210 


713.4 


1 


722-1449 


1366 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6. 


1 


1-623 


1368 


UPAR LY6 


u-PAR/Ly-6 domain 


6.8e-37 


136.0 


1 


27-106 



WO 2004/080148 



PCT/US2003/030720 



490 
TABLE 4B 



SEQ 
ID 


Model 


npcrrintion 


E_value 


Score 


Repeats 


Position 


685 


Guanylin 


Guanylin precursor 


0.72 


1.2 


1 


1-27 | 


685 


hormone 


Somatotropin hormone family 


6.7e-18 


49.4 


1 


9-57 


685 


DUF756 


Domain of unknown function 
fDUF756) 


0.4 


5.1 


1 


99-125 


686 


Guanylin 


Guanylin precursor 


0.72 


1.2 


I 


1-27 


686 


hormone 


Somatotropin hormone family 


3.6e-56 


157.9 


1 


9-151 


686 


PI3 PI4 kinase 


Phosphatidyiinositol 3- and 4-kinase 


0.97 


3.4 


1 


172-206 


688 


hormone 


Somatotropin hormone family 


1.5e-68 


192.9 


1 


9-151 


689 


serpin 


Serpin (serine protease inhibitor) 


3.2e-21 


7L8 


1 


49-156 


689 


serprn 


Serpin (serine protease inhibitor) 


5.2e-57 


193.9 




160-397 


690 


PH 


PH domain 


0.042 


8.1 


1 


1-20 


690 


efhand 


EFhand 


9.2e-05 


21.0 


1 


34-62 


690 


efhand 


EF hand 


0.0023 


15.8 




70-98 J 


690 


PI-PLC-X 


Phosphatidylinositol-specific phospho 


5.9e-17 


60.5 


\ 


187-222 


691 


Lipase 3 


Lipase (class 3) 


6.9e-18 


63.4 




366-505 




Desii 1 f oferrodox 


Desulfoferrodoxin 


0.9 


2.2 


1 


528-533 


692 


PH 


PH domain 


4.7e-05 


17.9 


-j 


20-127 


Ml 


nriF4R9 


Prntpiii nf unknown function. DUF482 


0.8 


2.7 




50-67 


mi 


Phntrp TAP 


Phaw tail assembly chaoerone 

r liogw uui tioowiiii/xjr WUOJIV4WUV 


0.21 


5.3 


I 


225-245 


Ml 


Uiycu_njrtiiy_j i 


frlvrrvsvl hydrolases familv 31 


0.8 


0.9 


I 


344-379 


Ml 


1NXUL» 


NHL reneat 


0.25 


8.5 


I 


494-509 


mi 


-C»SP-P 


Pnf prrvHn r*tf*ri al R«mR nrotein 


0.27 


2.1 


I 


560-578 


MA 




GDA1/CD39 (nucleoside phosphatase) 

VJL//1 \ uuvivwuiuw |/Aivv^iwMM rw y 

fa 


1.6e-55 


187.0 


1 


93-332 


MA 


Prnr-GrmA 


Ppx/GppA phosphatase family 


0.4 


3.5 


1 


249-261 


694 


GDA1 CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


5.1e-05 


15.7 




430-480 


695 


7tm 1 


7 transmembrane receptor (rhodopsin f 


8.1e-28 


82.0 


1 


22-294 


695 


GSPII N 


Bacterial type II secretion system pr 


0.41 


3.4 




110-118 


695 


GASA 


Gibberellin regulated protein 


0.72 


0.6 




176-197 


Mf\ 


DTIF716 


Family of unknown function (DUF716) 


0.93 


3.4 


-j 


45-73 


696 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.4 


4.3 




46-67 


696 


FLO LFY 


Floricaula / Leafy protein 


0.22 


2.7 


1 


146-159 


696 


lectin c 


Lectin C-type domain 


1.9e-07 


31.5 


1 


181-286 


696 


Rubella B2 


Rubella membrane glycoprotein E2 


0.95 


1.4 


1 


284-312 


698 


CDtoxinC 


Cytolethal distending toxin C 


0.43 


3.9 


; 


9-33 






GDA1/CD39 (nucleoside phosphatase) 
fa 


1.6e-62 


210.7 




40-275 


698 


GDA1 CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


0.016 


7.2 


2 


376-393 


700 


zf-MYND 


MYND finger 


0.39 


5.1 


1 


173-192 


700 


Ribosomal L44 


Ribosomal protein L44 


0.33 


5.8 


1 


183-208 


700 


ZZ 


Zinc finger, ZZ type 


0.0003 


17.8 


1 


184-211 


700 


PilP 


Pilus assembly protein, PilQ 


0.028 


8.4 


1 


228-244 


700 


mybJDNA- 
binding 


Myb-like DNA-binding domain 


2.6e-09 


37.1 


1 


231-278 


700 


RRS1 


Ribosome biogenesis regulatory protei 


0.85 


3.5 




379-390 


701 


sigraa70 ner 


Sigma-70, non-essential region 


0.45 


3.2 




616-628 


702 


zf-ANl 


ANl-like Zinc finger 


0.032 


10.1 




13-52 


702 


zf-ANl 


ANl-like Zinc finger 


9.2e-06 


22.6 




103-135 


703 


CRAL TRIO N 


CRAL/TRIO, N-terminus 


3.8e-13 


44.7 




3-71 


703 


DnaJ C 


DnaJ C terminal region 


0.054 


8.2 




8-20 ! 


703 


CRAL TRIO 


CRAL/TRIO domain 


1.4c-44 


151.9 




85-244 


704 


Adrenomedullin 


Adrenomedullin 


0.82 


2.4 




142-167 
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704 


Rhomboid 


Rhomboid family 


1.6e-14 


55.3 


1 


201-304 


705 


TRAP alpha 


Translocon-associated protein (TRAP), 


0.41 


3.2 


; 


413-434 


705 


GKAP 


Guanylate-kinase- associated protein ( 


2.7e- 
292 


981.2 




621-979 


705 


PLRV ORF5 


Potato leaf roll virus readthrough pr 


0.13 


4.1 


i 


752-766 


705 


DUF887 


Eukaryotic protein of unknown functio 


1 


2.6 


i 


797-815 


705 


CYTH 


CYTH domain 


0.26 


6.4 




816-858 


705 


SeqA 


SeqA protein 


0.38 


3.6 


i 


824-837 


706 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


4.5e-36 


123.6 


1 


33-191 


706 


ABO transport 


AbgT putative transporter family 


0.27 


2.7 




196-205 


706 


LBP BPI CETP 

c 


LBP / BPI / CETP family, C-tenninal d 


8.3e-14 


49.9 


i 


253-456 


706 


HS2ST 


Heparan sulfate 2-O-sulfotransf erase 


0.21 


4.8 


i 


309-338 


707 


Phage integr N 


Phage integrase, N-terminal SAM-like 


0.36 


5.2 


i 


103-121 


707 


Glyco transf 8 > 


Glycosyl transferase family 8 


0.00044 


15.9 




268-340 


708 


LIM i 


LIM domain 


9.7e-16 


57.8 


i 


13-69 


708 


zf-HIT 


HIT zinc finger 


0.57 


6.9 


i 


55-65 


709 


DUF572 


Family of unknown function (DUF572) 


1.9e- 
204 


689.4 




1-376 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.6e-14 


56.8 


i l 


67-126 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.6e-08 


32.9 


2 


127-174 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.1e-07 


29.0 


3 


183-232 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.25 


7.3 


4 


237-254 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.4e-ll 


43.9 


6 


293-346 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.4e-07 


28.2 


7 


359-389 


710 


Collagen , 


Collagen triple helix repeat (20 copi 


0.42 


6.4 


8 


400-418 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.00074 


16.8 


9 


423-448 


710 


Collagen 


Collagen triple helix repeat (20 copi 


8.6e-08 


31.5 


10 


451-483 


710 


Collagen 


Collagen triple helix repeat (20 copi 


l.le-11 


46.2 


11 


493-550 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.8e-06 


24.4 


12 


556-593 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0014 


15.7 


13 


595-622 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.8e-06 


26.6 


14 


624-659 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.1e-12 


47.8 


15 


684-743 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2.4e-05 


22.3 


16 


744-774 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2e-ll 


45.2 


17 


781-829 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.00026 


18.5 


18 


830-859 


710 


^✓v/i i agu l 


r!o11affen trinle helix reneat f 20 coDi 


8.1e-15 


57.9 


19 


860-919 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2e-12 


48.9 


20 


920-979 


710 




CYillflCTpn trinle helix reneat f20 coni 


3.5e-06 


25.5 


21 


1000- 
1031 


710 




Pnllaopn trinle helix reneat f20 coni 


1.9e-ll 


45.2 


22 


1033- 
1090 


710 


tf"Vil 1 n ttf*n 

LagClI 


Collagen triple helix repeat (20 copi 


6.6e-ll 


43.2 


23 


1099- 
1154 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.9e-l3 


51.6 


24 


1155- 
1214 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0069 


13.1 


25 


1217- 
1234 


710 


Herpes LP 


Herpesvirus leader protein 


0.94 


2.5 


1 


1228- 
1243 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0001 


20.0 


26 


1238- 
1269 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4e-09 


36.5 


27 


1278- 
1337 
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Ej V 211 lit? 


Score 




Pnsition 


710 


Collagen 


Collagen triple helix repeat (20 copi 




57 R 

Ji.O 


28 


1341- 
1394 




710 


■ 

Collagen 


L/Oliagen tnpie nenx repeat cupi 


7.1e-06 


24.3 


29 


1401- 
1434 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0012 


16.0 


30 


1435- 
1483 


710 




f 1 formi'nol +'.ir»r1f»m rpnPfltpH HnmaiTI 1TI 
l^— id I 111 Ilal UdJIUCIIl IcpCoLCHJ uuiuaiii ill 


2e-69 


240.8 


1 


1489- 
1596 


71U 




P tpiminnl tnnrlpm rprv»atpd domain in 

\ r LV"l IHlllCtl MUiUwlll IvUvfltvU UUUMUU 111 


1.3e-77 


268.0 


2 


1597- 
1711 


*71 1 




M-nru^tvlorliirn^iriiTivltransferase II CM. 

oWSljf J ^IUL»\Jo<llllliljr llX<*Jioiv«i «»<jv» ii yivi 


0.36 


0.6 


1 


61-69 


T1 1 
III 


ldl_recept_a 


T rk\x/_s)f>ncitv ItTvwvAtpin Hficpntfir noma. 


7.7e-15 


51.1 


1 


67-108 


"71 1 
/ll 


ldl_recept__a 


T rvuu-Hpncitv tinri'nmtpin npficntor noma 


4e-10 


35.6 


2 


112-152 


*71 1 
II I 




TVvmain r»f* T Tnlrnrwim Pnnotion 

\XJ\Ji JJ 1 J 


0.25 


4.8 


1 


136-144 


*71 1 
III 


nor 


pr»F-1ilfp domain 

JJ*\jr IU5JG ilvlllldlLI 


0.00011 


19.6 


1 


157-190 


"71 1 
III 


nor 


POF-HIo* H Amain 


0.0004 


17.6 


2 


196-230 


*71 1 
III 




T rwi/_Hpncitv linotYrntpin rpjoontor rpno 


7.3e-10 


34.9 


1 


332-373 


*71 1 
1 ll 


ldl_jrecept_b 


T rm/_/1pnci+v 1 inrvrvrntpi n rpoontor renc 

JLA/W^lCILS>lLjr 111/UUlULulll it^^ptui 


2.7e-07 


26.4 


2 


375-417 


/ll 


ldl_recept__b 




7.6e-08 


28.2 


3 


419-461 


711 


EGF 


EGF-like domain 


0.045 


10.2 


3 


512-553 


711 


ldl recept o 


LrOW-oensiiy npoproiein receptor repe 


8.3e-10 


34.7 


4 


605-646 


711 


ldl recept b 


Low-density lipoprotein receptor repe 


8.4e-ll 


38.1 


5 


648-692 


711 


ldl recept b 


Low-density lipoprotein receptor repe 


1 ftp_AQ 


33.6 


5 


694-742 


711 


ldl recept b 


Low-density lipoprotein receptor repe 


0.00039 


15.9 


7 


744-781 


711 


EGF 


LO-r-like domain 


A AAA'S ^ 


17 8 


4 


835-870 


711 


ldl recept a 


Low-density lipoprotein receptor doma 


6.6e-17 


57.9 


3 


882-920 


711 


squash 


Squash family serine protease inhibit 


n f*. 

v.O 


7 




892-908 


711 


ldl recept_a 


Low-density lipoprotein receptor doma 


5.8e-15 


51.5 


4 


921-961 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


i.oe-i j 






962- 
1001 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


z.ie-io 


67 R 

OZ.o 


£ 
O 


1002- 
1041 


711 


DX 


DX module 


n in 

V. to 


1 7 


1 
1 


1016- 
1047 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


o.ye-io 


54 7 


7 


l\rr J- 

1081 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


Z.jC-l*f 


AO 5 


ft 
o 


1088- 
1127 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


O.Oc-1 1 


^R 1 


o 


1130- 
1170 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 




7^ 6 


10 


1173- 
1206 


711 


EGF 


nor-like domain 


z. io-v/ 


70 5 


7 


1213- 
1249 


71 1 


CBM 14 


Chitin binding Peritrophin-A domain 


0.1 


6.7 


1 


1235- 
1255 


711 


EGF 


EGF-like domain 


0.099 


9.0 


8 


1255- 
1289 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


4.6e-09 


32.3 


9 


1337- 
1382 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


6.3e-15 


51.8 


10 


1384- 
1425 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


3.3e-ll 


39.4 


11 


1427- 
1472 
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71 1 


1 j41 i nn nnt n 

i&i recepi u 


T rv\i7_H#*n cifv lirwinrotpin recent or reoe 

p .1 IW— llCllalLy 11LAJL71 \Jl\*Ul lwwvj/»v» * 


0.094 


8.0 


12 


1474- i 
1515 ! 


71 1 


Ml Muianf ri 

iui_rccept_D 


r r»ri/_Hf ncitv 1 i •nonrfvff > i n recentor rene 


0.0042 


12.5 


13 ! 


1517- 
1558 


71 1 
/I 1 




Cf*lR_lilrf» Hnmnin 
DUr^UKC ULUllaLU 


0 00016 

v*vWw M. w 


19.0 


9 


1568- 
1606 


71 1 


l Qi_recepi_D 


f rtti/_H#»ncitv linnnrntpiTi recentor reoe 


1.6e-12 


43.8 


14 


1655- 
1696 


71 1 
/1 1 


1/41 rAAimt n 

iai_recepi_o 


T r\\x/-Hf»ncitv 1iTv%T»rntein recentor rene 


0.003 


13.0 


15 


1698- 
1740 


*71 1 

711 


iai_recepi_o 


T rau /4p»neiH-f tiTwnTrtt"f*in recprrtor rene 
jjUW-Qcnaity upupiuLcm IGUvpivl l&pt» 


1.7e-07 


27.1 


16 


1742- 
1780 


71 1 

/ll ! 


iQj__recepi_D 


T nu/ Hpncitv liTvmrritPtfi recpntor Tene 
LOW ""UCIloHjf lipupiUlClll lWiCpiui l^p*' 


0.003 


13.0 


17 


1782- 
1822 


71 1 
/l 1 






2.2e-06 


25.8 


10 


1875- 
1911 


"71 1 

711 


Keratin 


Keratin 


0.43 


1.6 


1 


1881- 
1894 


711 


|-\T ICO A A 


uncnaracienzeo proiein iamuy ^vjtvr i ) 


0 77 


1.6 




1934- 
1952 


711 


ial_recept_D 


JLOW-ueiisiiy lipoprotein receptor repe 


7 fie-OR 


28.2 


18 


1959- 
2000 


711 


ldl_recept_o 


iA>w-oerisiry iipoproiein receptor repe 


2.7e-13 


46.3 


19 


2002- 
2043 


711 


lalreceptt) 


LyOW-uensiiy lipoprotein receptor repc 


^ 1p-1 1 


39.5 


20 


2045- 
2087 


71 1 
/l 1 


iai__recept_D 


T on/ /-?*>r»cifv/ liTwnmtpin rwpntnr Tpnp 
lA>w-ueiu>iLy iiuupruiciii ic^cpiui it^c 


0 00065 


15.2 


21 


2089- 
2118 


71 1 
/l I 


i&vjr 


zivjjr-iiite uumaiu 


8.7e-06 


23.6 


11 


2184- 
2219 


/ll 


1 dl_recept_b 


jjOw-aensiiy lipoprotein rew?pior tepe 


0.49 


5.6 


22 


2318- 
2365 


71 1 
/1 1 


malic_N 


KAalir* AnTvmp NAD Hi n Hint* Hnmain 
IVlctllU GllicjrtllCj Lyr\3-J uuiuiiig uuuuuii 


0.26 


2.4 i 


1 


2340- 
2362 


71 1 
/II 


1 dl_recept_b 


LAJW-UCHoiljr lipopiUlCUl icv/tpuji ivpt- 


7.6e-14 


48.1 


23 


2367- 
2410 


71 1 
/ll 


ioj_recepi__u 


T rk\i/_r? An ci liTVYrvrritpiTi recent nr rene 

l_»OW-UGIlolLy Lipupi LrLClll ICt/tJJIUI iwp^ 


0 0026 


13.2 


24 


2412- 
2440 


71 1 
/ll 




1 A >w— tier isiLy LipuptotCiii tcvvptui ICJ/v 


0 00025 


16.6 


25 


2453- 
2479 


71 1 


cor 


djr I1IWC UU11KU11 


0.67 


6.0 


12 


2505- 
2528 


71 1 
/ 1 1 


iui^_revcpi_ja 


T nw-Hen<dtv 1 i nonrotein receptor Horn 3. 


1.5e-14 


50.2 


11 


2545- 
2586 


71 1 
/ 1 1 


1 /fl ra/^pni O 
1 U 1 I C^/Cpi a 


Tx»w-Hen^itv Hnonrotein recent or doma 


6.2e-13 


44.8 


12 


2587- 
2625 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.4e-14 


50.2 


13 


2626- 
2664 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


9.4e-ll 


37.6 


14 


2682- 
2713 


711 


ldljrccept_a 


Low-density lipoprotein receptor doma 


7.3e-10 


34.7 


15 


2717- 
2753 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.2e-ll 


38.5 


16 


2755- 
2795 


711 


Idl recept a 


Low-density lipoprotein receptor doma 


1.8e-17 


59.8 


17 


2796- 
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2838 


71 i 


iai_reccpi_d. 


T twxr A»Mcifv linrwirntpin rpppntor noma 
i-AJW^OCIlbliy lipvjpi VJLtJll K/i>vpim uvuim 


5.8e-14 


48.2 


18 


2840- 
2879 1 


71 1 


1QI ICl/Cpi a 


T _f\w_r1*»ncifx/ 1 i rwr» rr\tpi n rpppntm* doma 


5.1e-ll 


38.5 


19 


2880- 
2923 


71 1 


iai_revcpi_a 


T j^w—Hpncifv liTwnrntpin rpp.p.ntor doma 


5.1e-12 


41.8 


20 


2926- 
2964 


71 1 
/ 1 1 


nor 




0.61 


6.1 


13 


2928- 
2962 


71 1 


/nVlrlrmvF TsT 
QlCKKOpi_lN 


7/1 1 9R49 47 54 

//IX iO^y &OJU m ' » » 


0.32 


4.9 


8 


2935- 
2942 


71 1 
/II 




flm o^i _ an"?> f r\tr> v i n 
V/IJiCgd all <U/UIUa11i 


0.46 


3.7 


2 


2937- 
2957 


71 1 
/II 


nor 


FfTF-lilrp Hnmain 


3.9e-06 


24.9 


14 


2967- 
3003 


71 1 
/II 


1IL. 


TV\mcin Inhihitor lilrp pv^tpinp ripll 
11 ypolll IIIUIUILUI 11KC uybiciiic iiui 


6.4e-05 


16.4 


2 


2987- 
3009 


711 


DW 


tjf' i|J liL' a A r\m i r\ 

isor-iiKc oomain 


0 00094 


16.3 


15 


3009- 
3034 


711 


lal_recept_b 


JLx>w-aensity lipoprotein receptor repe 


c 1 P _0Q 

O. ICV7 


31.5 


26 


3092- 
3134 


711 


lai_recept_t> 


i^w-uensiiy lipoprotein receptor repe 


4 le-07 


25.8 


27 


3136- 
3177 


/II 


1(41 KU*A*«f- 1% 

l al_recept_D 


jjOW-oerisiiy lipoprotein rcvopwji icpo 


l.le-08 


31.0 


28 


3179- 
3221 


/I 1 


ldl__recept_b 


T Aitr slATteti+rr IjnAnrnfpin m»PPrrt/\r TPnP 

jjOW-aeiisiiy iipupruiem icucpiui icpc 


0.078 


8.3 


29 


3223- 
3251 


71 1 
/1 1 


ldl_recept_b 


T /\u/_/1pncitvr 1 in/wrrifpi ti npp_pnti\r rpnp 
JLAv W "HJCllol I jr lipupiUlClil lewcpiva ivpv 


0.0013 


14.2 


30 


3262- 
3289 


71 1 
/ll 


CAjr 


F/TR 1i trp» /Iran «a in 
COr-IlKC UUI 11*1111 


1.6e-06 


26.3 


16 


3314- 
3350 


71 1 
/l 1 


I JNrK_co 


1A fii 1 1R 


0.42 


6.2 


2 


3337- 
3352 


71 1 
/ 1 1 


l a i_recept_a 


T nu/_Hpn ciH/ liru^nrnfpin rpppntor doma 


1.9e-12 


43.2 


21 


3352- 
3391 


71 1 
/II 


1/41 rpfpnf o 

l ui_r ccepi^a 


T «Mx/-Hpncifv 1 i Tvinxntpi n rpppntor doma 


1.4e-12 


43.7 


22 


3392- 
3430 


71 1 
/ 1 1 


1 HI rpp.prvt a 
lUi_l GV#epi_«i 


T x>w-den<ritv linonrotein recent or doma 


3.9e-12 


42.2 


23 


3431- 
3470 


71 1 
/ 1 1 


1/11 TO/> f>T"\t O 

1U1 ICUCpL d- 


T .nw-dpn<ritv linonrotein recentor doma 


3.5e-17 


58.8 


24 


3471- 
3510 


71 1 


<5APA 


Snnncin A-tvnp domain 


0.039 


6.0 


1 


3479- 
3492 


71 1 
/ 1 1 


Ddio Z. 




0.12 


6.9 


1 


3480- 
3500 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.4e-19 


66.7 


25 


3511- 
3549 ' 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


8.3e-13 


44.4 


26 


3550- 
3588 


711 


EGF 


EGF-like domain 


0.54 


6.3 


17 


3552- 
3586 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.3e-14 


50.4 


27 


3590- 
3626 


711 


dickkopfN 


7/11 2849 2856.. 47 54 


0.057 


7.2 


10 


3596- 
3604 
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71 1 

711 


1 Gj_recepi_a 


LaJ W vlCllol Ljr lipopi uixaUI l vv»t j^j ixji uuiiia 


6e-14 


48.1 


28 


3629- 
3666 


"71 1 

711 


u Qmoe PAP 

Herpes r/vr 


(f<>rTw>c\nnic "nnli/rnPrJlQf* JifW^ccATV nrfVt 

ncrpcbvii no poiymciaoc a^^c^ouij pivt 


0.41 


2.1 


1 


3637- 
3650 


71 i 


lai recept_a 


1_AJ W-tlCIlolLjf liptipi OLG111 ICW-CJ^LUl 


2e-19 


66.2 


29 


3667- 
3706 


711 


ldl recept a 


l_fOW~UClloluy Iipupi UtciLl iCA^cpLui uuixia 


2.7e-l 1 


39.4 


30 


3709- 
3749 


71 1 


1 *11 Muumt a 

iai_recepi_a 


T rva/.Hpncitv 1 i Tvmrntpi n rpppntor Haiti a. 


5.7e-07 


25.1 


31 


3758- 
3790 


711 


lal recept a 


lAiw uciioi ly upopioiciu icwcpwui uuuia 


5.3e-17 


58.2 


32 


3797- 
3835 


711 


bur 


10/7S ^66Q V70ul 1 46 

I7/Z0 J007 D /vrr 1 *rO 


0 00016 


19.1 


20 


3842- ! 
3879 


711 


S locus glycop 


o-iocus glycoprotein idimiy 


0.94 


5.0 


1 


3849- 
3870 


711 


TIL 


1 rypsin iniUDiior nice cysteine ric-ii 


0.051 


7.3 


3 


3864- 
3885 


711 


lamimn_b(jr 


i^aminin iSvjr-iiKe ^jjoiuaiiib 111 «uiu v / 


0.23 


6.5 


2 


3865- 
3879 


711 


EGF 


inrtfi 1«0 Q7Ai4 1 4£ 1 


0.0054 


13.5 


21 


3885- 
3914 


711 


Activinrecp 


Activin types l ana 11 recepior aomai 


0 48 


3.4 


1 


3891- 
3921 


711 


NHL 


O/C £Q1 A.QA 1 14 

z/j. ool oyn .. i i** 


0.06 


10.7 


4 


4005- 
4031 


711 


ial recept b 


LrOW-aensi ly iipoproiein receptor repe 


0 14 


7.5 


31 


4008- 
4016 


711 


t J1 .. _ — - _ -t- X- 

lal_recept_b 


jLow-oensiry npoprotein recepior repe 


0 11 


7.8 


32 


4018- 
4026 


711 


lcU_recept_o 


llfXK AC\AC\ AIYJA 0 AH 
DDI J J e *\f t *\J HO/**., y *rl 


1.9e-10 


36.9 


34 


4076- 
4118 


711 


ial_recept_D 


oinc A(\A(\ Aj\jA o 47 
dd/dd *k#*rj ho / h .. y *ri 


0.019 


10.3 


35 


4120- 
4163 


nil 

711 




i ono o/C/CQ ^704 1 4/> 


0.77 


5.8 


22 


4213- 
4236 


71 1 


cp 


CD I11UUU1C 


0.15 


6.2 


3 


4229- 
4244 


71 1 


iiLir 


^704. 1 46 

Vy/Ao JOT? j/0*t l to 


0 00038 


17.7 


23 


4254- 
4285 


71 1 


nor 


10/7R ^fifiO ^704 1 46 


8.8e-08 


30.8 


24 


4290- 
4321 






19/28 3669 3704 1 46 


7.4e-08 


31.1 


25 


4326- 
4357 


711 


EGF 


27/28 4398 4428 1 46 


0.0014 


15.6 


28 


4431- 
4463 


711 


Coagulin 


Coagulin 


0.52 


3.4 


1 


4447- | 
4454 


711 


Herpesjjlycop 
D 


Herpesvirus glycoprotein D 


0.39 


4.3 


2 


4483- 
4519 


712 


MGAT2 


N-acetylglucosaminyltransferase II (M 


0.36 


0.6 


1 


61-69 


712 


ldlrecepta 


Low-density lipoprotein receptor doma 


le-14 


50.7 


1 


67-108 


712 


ldl recept a 


Low-density lipoprotein receptor doma 


4e-10 


35.6 


2 


112-152 


712 


DUF351 


Domain of Unknown Function 
(DUF351) 


0.25 


4.8 


1 


136-144 



WO 2004/080148 



PCT/US2003/030720 



496 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


712 


EGF 


EGF-like domain 


0.072 


9.5 


2 


157-181 


714 


cadherin 


Cadherin domain 


0.085 


8.0 


1 


47-65 


714 


cadherin 


Cadherin domain 


0.00072 


15.2 


2 


69-126 


714 


cadherin 


Cadherin domain 


8.4e-17 


60.3 


3 


140-241 


714 


cadherin 


Cadherin domain 


1.4e-29 


104.9 


4 


255-344 


714 




Cadherin domain 


7.9e-25 


88.3 


5 


363-466 


714 


cadherin 


Cadherin domain 


2e-26 


93.9 


6 


480-573 


714 


cadherin 


Cadherin domain 


3.2e-28 


100.1 


7 


588-680 


714 


Rad21 Rec8 


Conserved region of Rad21 / Rec8 like 


0.83 


5.2 


1 


652-662 


71 A 


cadherin 


f!nHh<*rfn domain 


3.9e~28 


99.8 


8 


694-784 


714 


SCPU 


Spore Coat Protein U domain 


0.47 


5J 


1 


701-714 


71 A 
/ 14 


caonenn 


V^aUJlCl UI UUlliaLU 


5.7e-20 


71.3 


9 


798-884 


714 


cadherin 


Cadherin domain 


7.6e-20 


70.9 


10 


898-987 


71 A 
/14 


cadherin 




9.5e-28 


98.5 


11 


1001- | 
1091 


"71 A 
/14 


cadherin 


oaanerm oomain 


J.lClv 


57.6 


12 


1105- 
1201 


*71 A 

/14 


cadherin 


v^aanenn aomain 




101.4 


13 


1215- 
1306 


Tt A 

714 


Propep_M14 i 


uarDoxypepti Gas e acuvauon pepuae 


U.HI 




2 


1228- 
1239 


*71 A 

714 


cadherin 


Cadherin domain 




104.2 


14 


1320- 
1411 


714 

/ 14 


— jl — : 

cadherin 


V_^<1LU1CI1I1 QUI li a 111 


7.2e-21 


74.5 


15 


1425- 
1520 


714 


OaCUlU LLCllLrfioC 


Tlnpitlnvinm FYNA liplinsuw 


0.61 


1.4 


1 


1521- 
1531 


714 


VuUUvl 111 


Cadherin domain 

wCIUIlvl U-l Uvl IIHIIi 


4.5e-16 


57.7 


16 


1541- 
1622 


714 


vuullvl ill 


Cadherin domain 


0.00017 


17.4 


17 


1634- 
1700 


715 


cadherin 


Cadherin domain 


0.085 


8.0 


1 


47-65 


715 


cadherin 


Cadherin domain 


0.00072 


15.2 


2 


69-126 


715 


cadherin 


Cadherin domain 


8.4e-17 


60.3 


3 


140-241 


715 


cadherin 


Cadherin domain 


1.4e~29 


104.9 


4 


255-344 


715 


cadhenn 


Cadherin domain 


6.1e-25 


88.7 


5 


363-466 


715 


cadherin 


Cadherin domain 


2e-26 


93.9 


6 


480-573 


715 


cadherin 


Cadherin domain 


3.2e-28 


100.1 


7 


588-680 


715 


Rad21 Rec8 


Conserved region of Rad21 / Rec8 like 


0.83 


52 


1 


652-662 


715 


csiffhprin 

bOUllbl 111 


Cadherin domain 


3.9e-28 


99.8 


8 


694-784 


715 


SCPU 


Spore Coat Protein U domain 


0.47 


5.3 


1 


701-714 


71 S 


cadherin 


f!s»HViprin Hrvmnin 

VXXUiiCtl 111 UUlllOUl 


5.7e-20 


71.3 


9 


798-884 


715 


cadherin 


Cadherin domain 


7.6e-20 


70.9 


10 


898-987 


71 5 


Councmi 


V^oUllCIllI UUlilalil 


9.5e-28 


98.5 


11 


1001- 
1091 


715 


cadherin 


Cadherin domain 


5.1e-16 


57.6 


12 


1105- 
1201 


715 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


13 


1215- 
1306 


715 


Propep_Ml4 


Carboxypeptidase activation peptide 


0.41 


5.5 


2 


1228- 
1239 


715 


cadherin 


Cadherin domain 


2.2e-29 


104.2 


14 


1320- 
1411 


715 


cadherin 


Cadherin domain 


7.2e-21 


74.5 


15 


1425- 
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1520 


715 


Baculojielicase 


Baculovirus DNA helicase 


0.61 


1.4 




1521- 
1531 


715 


cadherin 


Cadherin domain 


4.5e-16 


57.7 


16 


1541- 

1 £77 


715 


cadherin 


Cadherin domain 


3.5e-05 


19.8 


17 

— 


1 £11 A 

177R 
1 /Z6 


716 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N-te 


0.5 


1.1 


-i 


11CL.XAA 
310->40 


716 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N-te 


0.0014 


6.0 




D10O5;r 


716 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N-te 


5.3e-08 


21.7 i 


3 


015-OjZ 


716 


Peptidase S9 


Prolyl oligopeptidase family 


3.9e-ll 


30.6 


1 


004-/00 


716 


Methyftransf_6 


Demethylmenaquinone 
methyltransf erase 


034 


3.9 


1 

— 


O /D-Ooo 


716 


Esterase 


Putative esterase 


O.OoZ 


o.o 


_J 


/ 1U-/ W 


717 


zf-C2H2 


Zinc finger, C2H2 type 


A A1 C 


1 A Q 
14.6 


— 


17 *JA 


717 


zf-C2H2 


Zinc finger, C2H2 type 


A AA1 A 

0.0014 


1 O A 

18.9 


— 


OO-oZ 


717 


Apocytochr F_C 


Apocytochrome F, CMerminal 


1 


1 o 

3.Z 


A 


103-1 10 


717 


THIS 


Transcription factor S-II (TFIIS) 


0.2 


7.1 




1j4-1o4 


717 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-08 


37.3 


3 


1 C/1 1 7< 

1j4-1 /o 


717 


XPA_N 


XPA protein N-terminal 


0.3 


6.5 


Z 


no i ai 

i /y-iyi 


717 


zf-C2H2 


Zinc finger, C2H2 type 


8.5e-06 


27.9 


A 

4 


1 OO OA/1 

16Z-Z04 


717 


zf-C2H2 


Zinc finger, C2H2 type 


6.4e-08 


36.5 


5 


01 A OQ7 


717 


TFHS 


3/8 210 220.. 29 39 


1 


4.7 


4 


Z3o-Z4o 


717 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-06 


30.8 


6 


Z3o-Zt>0 


717 


XP A N 


XPA protein N-terminal 


1 


A £. 

4.6 


4 


Z03-Z fJ 


717 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-05 


27.0 


1 


ZOO-ZOO 


717 


zf-C2H2 


Zinc finger, C2H2 type 


2.6e-05 


25.9 


8 


294-316 


717 


TFHS 


5/8' 266 276.. 29 39 


0.2 


7.1 


7 


5Z2.-55Z 


717 


zf-C2H2 


Zinc finger, C2H2 type 


6.9e-06 


OO 1 

28.3 


o 

y 


777 1/1 /J 

3ZZ-344 


717 


XPA N 


XPA protein N-terminal 


0.38 


6.2 


6 


o/n ica 
34/-3Dy 


717 


TFHS 


5/8 266 276.. 29 39 


0.14 


in 


o 

6 


icn O/CA 
3>0-300 


717 


zf-C2H2 


Zinc finger, C2H2 type | 


le-07 


35.7 


1 A 
10 


^ca oao 
3 jO-3 /Z 


719 


Phytoreo Pns 


Phytoreovirus nonstructural protein P 


0.75 


2.1 


1 


/4-60 


719 


malic 


Malic enzyme, N-terminal domain 


0.39 


i c 


1 
1 


117 111 
11 /-131 


719 


AlpA 


Prophage CP4-57 regulatory protein (A 


A AC 

0.95 


A 1 

4.3 


1 


oco 

ZJO-ZOO 


719 


DUF298 


Domain of unknown function 

/TN-i ttv*AO\ 

(DUF298) 


0.42 


5.1 


1 
1 


30o-33 / 


719 


DUF827 


Plant protein of unknown function (DU 


A A*"»A 

0.029 


1 1 
/.3 


1 
1 


J03-J6/ 


719 


DUF496 


Protem of unknown function (DUF49o) 


A AQ 


c 1 
J.I 


1 
1 




719 


K-box 


K-box region 


a m 
0.3 1 


S 7 


1 


OOP /1A< 


719 


TFIEBalpha 


TFIIE alpha subunit 


A 1 A 
0.14 




1 


J7*HUO 


719 


Mlp 


Mlp lipoprotein family 


A AC 


7 A 
Z.4 


1 


10R-4S1 


719 


Ribosomal S20p 


Ribosomal protein S20 


A 19 

0.3o 


< 7 


1 


Aii/iAn 


719 


Phage B 


Scaffold protein B 


a An 
0.4/ 


1 7 


1 


^04_cio 


/ZO 


*? 


immunogioouun uomdiii 


0.07 


9.9 


1 


17-34 


720 


ig 


Immunoglobulin domain 


5.1e-ll 


44.1 


2 


68-128 


720 


ig 


Immunoglobulin domain 


l.le-11 


46.7 


3 


163-223 


720 


ig 


Immunoglobulin domain 


9.6e-07 


28.1 


4 


259-317 


720 


AstA 


Arginine N-succinyltransferase beta s 


0.92 


2.5 


1 


294-305 


720 


ig 


Immunoglobulin domain 


2.1e-09 


38.1 


5 


352-410 


720 


>S 


Immunoglobulin domain 


1.5e-10 


42.3 


6 


445-503 


720 


RTC 


RNA 3'-terminal phosphate cyclase 


0.7 


3.3 


1 


474-491 


720 


% 


Immunoglobulin domain 


8.1e-08 


32.1 


7 


538-596 


720 




Immunoglobulin domain 


l.3e-07 


31.3 


8 


629-687 
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720 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 


9 


720-780 


IJA) 


ig 


Immunoglobulin domain 




3 /.z 


in 


011071 


720 


ig 


Immunoglobulin domain 


7.4e-09 


36.0 


11 


904-962 


/ZO 


ig 


Immunoglobulin domain 


1 Qa 1 1 

i .ye- 1 1 


45./ 


IZ 


yyj- 
1052 


"71 A 

720 


ig 


Immunoglobulin domain 


1 1«. AT 

1.3e-o/ 


31.4 


13 


T AO<: 

1143 


/ZO 


ig 


Immunoglobulin domain 


1 .jC- 1 1 


AC A 

4o.4 


til 
14 


1 1 /o- 
1232 


/ZO 


ig 


Immunoglobulin domain 


1 1 A 

3.oe-io 


/IA A 


ic 
ID 


izoo- 
1323 


HA 

720 


MareKA 


Marek's disease glycoprotein A 


A O/t 

O.o4 


1.1 


t 
1 


1 in 
1333- 

1356 


/ZO 


DMA D— WO 

Kin A po i_Kp DZ_ 
1 


RNA polymerase beta subunit 


A 1C 

0.35 


1.0 


1 


1 i«o 
135Z- 

1864 


720 


ig 


Immunoglobulin domain 


o.4e-10 


40.0 


1 c 

16 


1356- 
1413 


720 


tsp_l 


Thrombospondin type l domain 


1.2e-19 


til 1 

o/.Z 


1 


1 /ilC 

1435- 

1485 


720 


tspl 


Thrombospondin type 1 domain 


o.4e-17 


58.1 


2 


1492- 
1542 


720 


tspl 


Thrombospondin type 1 domain 


3.5e-15 


52.3 


3 


1549- i 
1599 


720 


tsp_l 


Thrombospondin type 1 domain 


2.2e-17 


59.7 


4 


1 Cf\C ' 

1606- 
1656 


720 


tspl 


Thrombospondin type 1 domain 


8.2e-12 


41.1 


5 


1663- 
1713 


720 


VOMI 


Vitelline membrane outer layer protei 


A 'M 

0.37 


3.6 


1 1 


1 11 A 

1714- 
1728 


720 


tspl 


Thrombospondin type 1 domain 


7e-16 


54.7 


6 


1720- 
1770 


7ZO 




EGF- like domain 


A AC 

0.95 


C A 

5.4 


i 
1 


1 AAl 

1993- 
2007 


TOA 

/ZO 


ISijr 


rsur-UKe domain 


O In AO 


30./ 


Z 


iai 1 
Z013- 

2047 


TOA 
/ZO 


granulin 


Granulin 


A AA 

0.44 


a n 
4./ 


i 
1 


Z034- 

2049 


/ZO 


cur 


livjr-liKe domain 


A At f 


11 n 

1 1.9 


1 

3 


OA^l_ 
Z053- 

2092 


/ZO 




HUr-liKe uomam 


z.ce-05 


Zl.o 


4 


OAOQ 

ZOyo- 

2130 


IISJ 


TTF 


1/ / 109o 1 /15 1 10 


A AA1 O 

U.U01Z 


1Z.5 


3 


Zll /- 

2136 


/ZO 


tlur 


rSOr -lifce domain 


n it 
o.i / 


O.Z 


5 


011/t_ 

2157 


720 


EGF 


EGF-like d Amain 


2.4e-06 


25 7 


\f 


2178- 
2215 


720 


EGF 


EGF-like domain 


5.7e-10 


38.7 


1 


2221- 
2256 


720 


Ribosomal L34 


Ribosomal protein L34 


0.33 


5.5 


1 


2280- 
2323 


720 


TIL 


4/7 2168 2178.. 57 68 


0.022 


8.5 


6 


2320- 
2338 


720 


EGF 


EGF-like domain 


1.9e-09 


36.8 


8 


2338- 
2372 
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rvepeacs 


DilCltf ATI 

.rusiuun 


720 


toxin 2 


SftfitTMon cfinrt toYin 

L/M/lj/lvll &U\JM V VVAI1I 


0.84 


3.4 


0 

z. 


9^51 


720 


toxin 5 


Scorpion short toxin 


0.73 


3.4 


1 


2354- 
2359 


720 


TIL 


4/7 2168 2178.. 57 68 


0.023 


8.4 


7 


2357- 
2378 


720 


squash 


Squash family serine protease inhibit 


0.44 


2.8 


2 


2358- 
2386 


720 


fii2 


Fibronectin type II domain 


0.8 


3.1 


1 


2407- 
2418 


721 


SAP 


SAP domain 


2.4e-10 


40.8 


1 


3-37 


721 


SPRY 


SPRY domain 


1.8e-30 


107.5 


1 


289-418 


721 


SRP54 


SRP54-type protein, GTPase domain 


0.0091 


11.6 


1 


451-466 


721 


NACHT 


NACHT domain 


0.18 


5.5 


1 


453-469 


721 


SKI 


Shikimate kinase 


0.33 


4.9 


1 


453-455 


721 


Zot 


Zonular occludens toxin (Zot) 


0.22 


5.5 


1 


453-466 


721 


AAA 


ATPase family associated with various 


0.098 


5.8 


1 


454-455 


721 


tRNA synt lc R 
2 


GIutaminyl-tRNA synthetase, non- 
speci 


0.79 


3.9 


1 


580-616 


722 


CheBmethylest 


CheB methylesterase 


1 


2.7 


1 


74-92 


722 


DUF258 


Protein of unknown function, DUF258 


0.0014 


13.8 


1 


509-532 


722 


ABC tran 


ABC transporter 


7.4e-59 


198.4 


1 


510-692 


722 


NACHT 


NACHT domain 


0.2 


5.3 




51 1-597 


722 


SMC N 


RecF/RecN/SMC N terminal domain 


0.47 


3.9 


1 


511-524 


722 


Zot 


^nmiljii* nf*p1iidpTiQ t#win (7c&\ 

uUllUllU \AivlUUbllO LUAI 1 1 IjCAslJ 




-7. 1 


i 
i 




722 


RHD3 


Root hair defective ^ CTTP-hinHiTUT nrn 


0.67 


1.2 






722 


Pox D2 


Pox virus D2 orotein 


0.86 


1.4 


i 
i 


Uvt-Ol / 


722 


tail comp S 


Phase virion morohoeenesis familv 


0.061 


7.3 


1 




722 


DUF333 


Domain of unknown function 
(DUF333) 


0.3 


5.7 


I 


R1R-R46 


722 


ABCjran 


ABC transporter 


Lle-47 


160.9 


2 


1506 


722 


Suffi 


Fe-S metabolism associated domain 


0.28 


6.2 


1 


1544- 
1563 


723 


BEX 


Brain expressed X-linked like family 


0.88 


2.2 




133-160 


723 


CytoCJRC 


Photos ynthetic reaction centre cytoch 


1 


1.4 


1 


215-231 


723 


Ski Sno 


SKI/SNO/DAC family 


0.51 


4.5 


1 


656-672 


724 


HpaB 


4-hydroxyphenylacetate 3-hydroxyl ase 


0.97 


2.5 


1 


4-14 


724 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
do 


6.7e-50 


175.9 


1 


50-201 


725 


C_triplcX 


Cysteine rich repeat 


2e-05 


17.8 


1 


59-76 


725 


Bowman- 
Birkjeg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


68-83 


725 


laniinin EGF 


Laminin EGF-like (Domains ID and V) 


032 


6.1 


1 


80-93 


725 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


98-126 


725 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


117-138 


725 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


138-172 


725 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


151-178 


725 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


153-158 


725 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


178-211 


725 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


223-258 


725 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


402-546 


726 


DUF626 


Protein of unknown function (DUF626) 


0.22 


5.8 


1 


30-64 


726 


VSP 


Giardia variant-specific surface prot 


1 


1.8 


1 


106-131 
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726 


zf-B box 


B-box zinc finger 


5.9e-08 


32.7 


1 


106-139 


726 


Prefoldin 


Prefoldin subunit 


0.42 


5.7 


1 


222-248 


726 


Filamin 


Filamin/ABP280 repeat 


2.3e-21 


74.7 


1 


313-402 


726 


NHL 


NHL repeat 


4.4e-10 


40.3 


1 


431^58 


726 


Glyoxalase 


Glyoxalase/Bleomycin resistance prote 


0.78 


3.6 




476-504 


726 


NHL 


NHL repeat 


2.4e-10 


41.2 


2 


478-505 


726 


NHL 


NHL repeat 


Ue-10 


42.4 


3 


525-552 


726 


NHL 


NHL repeat 


2.5e-09 


37.6 


4 


572-599 


726 


NHL 


NHL repeat 


7.8e-ll 


43.0 


5 


619-646 


726 


NHL 


NHL repeat 


3.8e-08 


33.2 


6 


666-693 


727 


PaREPl 


Archacal PaREPl protein 


0.38 


5.3 




111-127 


727 


FCH 


Fes/CIP4 homology domain 


0.026 


10.3 


1 


281-321 


727 


DAG PE-bind 


Phorbol esters/diacylglycerol binding 


2.8e-05 


21.7 


I 


709-747 


727 


RhoGAP 


RhoGAP domain 


3.9e-68 


231.7 


I 


775-947 


727 


Terpene synth C 


Terpene synthase family, metal bindin 


0.84 


2.7 


I 


778-812 


727 


NnrS 


NnrS protein 


1 


1.8 


I 


934-943 


728 


DUF727 


Protein of unknown function (DUF727) 


0.83 


4.2 


1 


115-129 


728 


CNhydrolase 


Carbon-nitrogen hydrolase 


4e-09 


33.8 




120-216 


729 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


3.3e-14 


44.8 




93-223 


729 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


0.00037 


16.1 


I 


274-296 


729 


PsaL 


Photosystem I reaction centre subunit 


0.99 


3.2 




302-317 


729 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


8.5e-17 


62.5 




340-480 


729 


Fragilysin 


Fragilysin metallopeptidase (M10C) en 


0.46 


3.1 




412-430 


729 


dickkopf N 


Dickkopf N-terminal cysteine-rich reg 


0.0036 


10.8 


1 


534-560 


729 


Stigl 


Stigma-specific protein, Stigl 


0.11 


4.5 




544-558 


729 


EB 


EB module 


0.8 


3.9 


1 


546-558 


729 


tsp_l 


Thrombospondin type 1 domain 


7.1e-09 


31.3 




570-623 


729 


zf-A20 


A20-like zinc finger 


0.39 


8.6 


1 


702-717 


729 


ADAM spacer I 


ADAM-TS Spacer 1 


3.8e-49 


173.5 




734-852 


729 


Herpes_VP19C 


Herpesvirus capsid shell protein VP 19 


0.95 


3.6 




860-871 


729 


tsp_l 


2/12 866 875.. 4 13 


0.048 


8.5 


3 


985- 
1002 


729 


tsp_l 


2/12 866 875.. 4 13 


0.067 


8.1 


4 


1037- 
1089 


729 


tspj 


2/12 866 875.. 4 13 


1.2e-05 


20.6 


5 


1092- 
1115 


729 


PTN_MK_N 


PTN/MK heparin-binding protein 
family 


0.44 


4.2 


1 


1165- 
1184 


729 


tsp_l 


2/12 866 875.. 4 13 


7.6e-07 


24.5 


6 


1165- 
1190 


729 


tsp_l 


2/12 866 875.. 4 13 


1.4e-06 


23.7 


7 


1228- 
1276 


729 


tsp_l 


2/12 866 875.. 4 13 


4.6e-07 


25.3 


8 


1313- 
1364 


729 


tspl 


2/12 866 875.. 4 13 


0.00029 


15.9 


9 


1372- 
1420 


729 


tsp_l 


2/12 866 875.. 4 13 


1.7e-07 


26.7 


10 


1426- 
1479 


729 


tsp_l 


2/12 866 875.. 4 13 


4.7e-05 


18.6 


11 


1485- 
1506 


729 


tsp_l 


2/12 866 875.. 4 13 


0.00073 


14.6 


12 


1543- 
1593 


730 


Adeno Penton B 


Adenovirus penton base protein 


0.39 


1.6 


1 


178-193 
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731 


ig 


Immunoglobulin domain 


0.19 


8.3 


1 


6-99 


731 


DUF390 


Protein of unknown function (DUF390) 


0.73 


0.9 


1 


83-95 


731 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


2 


146-235 


731 


ig 


Immunoglobulin domain 


0.00014 


20.0 


3 


282-373 


732 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


732 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


732 


DUF390 


Protein of unknown function (DUF390) 


0.73 


0.9 


1 


256-268 


732 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


732 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


733 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


734 


ig 


Immunoglobulin domain 


0.0018 


15.8 


1 


42-126 


734 


DUF390 


Protein of unknown function (DUF390) 


0.73 


0.9 


1 


110-122 


735 


RhoGEF 


RhoGEF domain 


8.2e-08 


27.0 


1 


165-225 


735 


FA_hydroxylase 


Fatty acid hydroxylase 


0.6 


3.7 


1 


221-233 


735 


RhoGEF 


RhoGEF domain 


7.5e-09 


30.5 


2 


257-329 


736 


HEM4 


Uroporphyrinogen- III synthase HemD 


0.98 


3.1 


1 


549-581 


736 


DUF178 


Uncharacterized ACR, COG1427 


0.11 


6.0 


I 


604-622 


737 


iron 


RNA recognition motif. (a.k.a. RRM, R 


2.5e-07 


28.2 


1 


78-142 


737 


Smg4_UPF3 


Smg-4/UPF3 family 


0.042 


8.7 


1 


143-173 


737 


rrm 


RNA recognition motif (aJca. RRM, R 


9.7e-16 


58.1 


2 


151-222 


737 


fer4_NifH 


4Fe-4S iron sulfur cluster binding pr 


1 


2.4 


1 


160-176 


737 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


3.6e-06 


24.1 


3 


274-311 


738 


Adeno E4 34 


Adenovirus early E4 34 kDa protein co 


0.45 


4.4 


1 


5-22 


739 


ribonuc red sm 


Ribonucleotide reductase, small chain 


0.29 


3.7 


1 


244-265 


740 


Sua5_yciO_yrdC 


yrdC domain 


0.99 


3.3 


1 


38-53 


740 


F-box 


F-box domain 


0.095 


9.0 


1 


134-175 


740 


DUF469 


Protein with unknown function 
(DUF469 


0.38 


4.7 


1 


354-371 


741 


OmpH 


Outer membrane protein (OmpH-like) 


0.14 


6.9 


1 


81-150 


741 


Herpes BLRF2 


Herpesvirus BLRF2 protein 


0.12 


7.3 


1 


256-277 


741 


UIM 


Ubiquitin interaction motif 


0.34 


8.8 


1 


293-310 


741 


DUF260 


Protein of unknown function DUF260 


0.26 


4.8 


1 


330-350 


741 


TelA 


Toxic anion resistance protein (TelA) 


0.34 


4.5 


1 


348-368 


741 


Pox_A_type inc 


1/5 216 235.. 1 23 


0.6 ! 


6.3 


2 


358-377 


741 


PspA IM30 


PspA/IM30 family 


0.34 


5.2 


1 


364-399 


741 


M 


1/5 272 292.. 1 21 


0.46 


8.0 


3 


534-554 


741 


Coprinus_mating 


Coprinus cinereus matin g-type protein 


0.65 


1.6 


1 


698-729 


741 


Ribosomal L29e 


Ribosomal L29e protein family 


0.3 


5.8 


1 


717-755 


741 


Phage_portal_2 


Phage portal protein, lambda family 


0.75 


2.2 


1 


799-816 


741 


Dishevelled 1 


Dishevelled specific domain 


0.22 


4.9 


1 


903-922 


741 


SlyX 


SlyX 


0.69 


1.3 


1 


945-954 


742 


cadherin 


Cadherin domain 


0.13 


7.4 


1 


30-96 


742 


cadherin 


Cadherin domain 


8.4e-13 


46.4 


2 


147-243 


742 


cadherin 


Cadherin domain 


7.le-25 


88.5 


3 


257-349 


742 


He_PIG 


Putative Ig domain 


0.4 


5.5 


1 


262-279 


742 


cadherin 


Cadherin domain 


0.049 


8.8 


4 


369-399 


742 


cadherin 


Cadherin domain 


2.3e-05 


20.4 


5 


427-460 


742 


cadherin 


Cadherin domain 


5.6e-21 [ 


74.9 


6 


474-563 


742 


cadherin 


Cadherin domain 


1.9e-25 


90.4 


7 


577-666 


742 


cadherin 


Cadherin domain 


4.5c-09 


33.4 


8 


693-737 


743 


PGM_PMM_I 


PhosphogI ucomutase/phosph omannom 
utase 


1.6e-15 


57.2 


1 


1-47 


743 


PGMPMM 


Phosphogjucomutase/phosphomannom 
utase 


0.041 


9.3 


1 


388-430 
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743 


Corl 


Corl/Xlr/Xmr conserved region 


0.73 


4.1 


1 


425-435 


744 


MACPF 1 


MAC/Perforin domain 


0.00017 


15.5 


1 


138-170 


744 


Keratin matx 


Keratin, high-sulphur matrix protein 


0.19 


7.6 


1 


451-482 


744 


Noll Nop2_Sun 


NOLl/NOP2/sun family 


0.29 


4.1 


1 


602-622 


745 


Remorin C 


Remorin, C-tenninal region 


0.19 


6.6 


I 


120-133 


745 


zf-C2H2 


Zinc finger, C2H2 type J 


0.00033 


21.5 


1 


130-152 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.3 


6.5 


1 


158-168 


745 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-07 


33.1 


2 


158-180 


745 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


3 


183-195 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.069 


8.7 


2 


186-196 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.9e-07 


33.3 


3 


186-208 


745 


XPA N 


XPA protein N-terminal 


0.21 


7.1 


4 


211-223 


745 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-08 


35.8 


4 


214-236 


745 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-07 


32.9 


5 


242-264 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


267-279 


745 


TFIIS ! 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


5 


270-280 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-07 


33.7 


6 


270-292 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


7 


295-307 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.54 


5.6 


6 


298-308 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


7 


298-320 


745 


XPA N 


XPA protein N-terminal 


0.74 


52 


8 


323-335 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.073 


8.6 


7 


325-336 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-07 


33.6 


8 


326-348 


745 


XPA N 


XPA protein N-terminal 


0.72 


52 


9 


351-363 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.51 


5.7 


8 


354-364 


745 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-07 


32.2 


9 


354-376 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


10 


379-391 


745 ! 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


9 


382-392 


745 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


10 


382-404 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


11 


407-419 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


10 


410-420 


745 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-07 


33.9 


11 


410432 


745 


zf-C2H2 


Zinc finger, C2H2 type 


0.0011 


19.4 


12 


440-460 


745 


XPA N 


XPA protein N-terminal 


0.67 


5.3 


12 


485-497 


745 


zf-C2H2 


13/16 466 481.. 1 17 


3.9e-06 


29.3 


14 


488-510 


745 


TFIIS 


Transcription factor S-H (TFIIS) 


0.0051 


12.6 


12 


515-526 


745 


zf-C2H2 


13/16 466 481.. 1 17 


1.3e-05 


27.2 


15 


516-538 


745 


zf-BED 


BED zinc finger 


0.71 


4.6 


3 


517-539 


745 


XPA N 


XPA protein N-terminal 


0.092 


8.3 


14 


541-553 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


13 


544-554 


745 


zf-C2H2 


13/16 466 481.. 1 17 


0.00057 


20.5 


16 


544-565 


746 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


35-75 


746 


ROSJV1UCR 


ROS/MUCR transcriptional regulator 
pr 


0.33 


3.9 


1 


81-104 


746 


Remorin C 


Remorin, Oterminal region 


0.19 


6.6 


1 


195-208 


746 


zf-C2H2 


Zinc finger, C2H2 type 


0.00033 


21.5 


1 


205-227 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.3 


6.5 


1 


233-243 


746 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-07 


33.1 


2 


233-255 


746 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


3 


258-270 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.069 


8.7 


2 


261-271 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.9e-07 


33.3 


3 


261-283 


746 


XPA N 


XPA protein N-terminal 


0.21 


7.1 


4 


286-298 


746 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-08 


35.8 


4 


289-311 


746 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-07 


32.9 


5 


317-339 
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746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


342-354 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


5 


345-355 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-07 


33.7 


6 


345-367 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


7 


370-382 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.54 


5.6 


6 


373-383 


746 


zf-C2H2 ! 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


7 


373-395 


746 


XPA N 


XPA protein N-terminal 


0.74 


5.2 


8 


398-410 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.073 


8.6 


7 


400-411 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-07 


33.6 


8 


401-423 


746 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


9 


426-438 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.51 


5.7 


8 


429-439 


746 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-07 


32.2 


9 


429-451 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


10 


454-466 


746 


TFIIS 


Transcription factor S-II (TjfliS) 


0.28 


6.6 


9 


457-467 


746 


7f-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


10 


457-479 


/**© 


ATA It 


XPA protein N-terminal 


0.13 


7.8 


11 


482^94 


746 


1 JTllO 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


10 


485-495 


74£ 
/HO 


■yf r*9H7 


7inc fineer C2H2 tvoe 

X^/l Ills llll^Vl y V*-/"-** A, ,U « E 


2.7e-07 


33.9 


11 


485-507 


746 


AL— V/^.T1a 


Zinc fineer C2H2 tvoe 


0.0011 


19.4 


12 


515-535 


747 


EMP24 GP25L 


emp24/gp25L/p24 family 


4.9e-80 


276.1 


1 


5-201 


/HO 


aci q pnospndL 


Wi<tfidinp acid nhosnhatase 


7.9e- 
159 


537.8 


1 


31-371 


740 




Cysteine rich repeat 


0.92 


4.2 


1 


52-67 


74Q 


ApoC-I 


Apolipoprotein C-I (ApoC-1) 


0.83 


3.7 


1 


196-260 


74Q 


PH 


PH domain 


1.5e-20 


69.0 


1 


393-487 


749 


ArfTran 


Putative GTPase activating protein fo 


2.1e-60 


210.7 


1 


527-649 


74Q 


anlc 


1/4 797 823.. 7 33 


1.5e-08 


33.7 


2 


826-858 


749 


anlc 


1/4 797 823.. 7 33 


0.0001 


20.0 


3 


859-891 


751 


DUF369 


Domain of unknown function 
(DUF369) 


0.17 


5.8 


1 


275-288 


751 


KRAB 


KRAB box 


l.le-20 


77.0 


1 


342-382 


751 


zf-C2H2 


Zinc finger, C2H2 type 


7.8e-06 


28.0 


1 


603-625 


751 


TFIIS 


Transcription factor S-II (TFIIS) 


0.78 


5.1 


1 


604-613 


751 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-05 


26.8 


2 


631-653 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-07 


33.4 


3 


693-715 


751 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.54 


2.9 


1 


708-726 


751 


TFIIS 


Transcription factor S-II (TFIIS) 


0.63 


5.4 


3 


721-731 


751 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-05 


27.2 


4 


721-743 


751 


rf-C2H2 


Zinc finger, C2H2 type 


3.4e-08 


37.4 


5 


751-773 


751 


zf-BED 


BED zinc finger 


0.31 


5.8 


1 


752-774 


751 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.032 


6.3 


2 


766-784 


751 




Zinc finger, C2H2 type 


5.7e-06 


28.6 


6 


779-801 


757 


Vm16 N 


Vpsl6, N-terminal region 


2.3e- 
273 


918.3 


1 


1-420 


752 


Ribosomal L36 


Ribosomal protein L36 


0.6 


5.0 


I 


245-281 


752 


Fum erase 


Fumarate hydratase (Fumerase) 


0.71 


3.4 


1 


376-402 


752 


Peptidase M16_ 
C 


Peptidase M16 inactive domain 


0.29 


5.2 


1 


492-510 


752 


Vpsl6 C 


Vpsl6, C-terminal region 


2.4e-15 


57.9 


1 


517-548 


752 


Vpsl6_C 


Vpsl6, C-tenninal region 


4.6e- 
128 


435.6 


2 


554-762 


753 


LRRNT 


Leucine rich repeat N-terminal domain 


0.001 1 


14.5 


1 


30-59 


753 


XG FTase 


Xyloglucan fucosyltransferase 


0.53 


2.0 


1 


37-48 


753 


LRR 


Leucine Rich Repeat 


0.36 


6.7 


1 


61-82 
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753 


LRR 


Leucine Rich Repeat 


0.0014 


14.8 


2 


83-106 


753 


LRR 


Leucine Rich Repeat 


5.7e-05 


19.5 


3 


107-131 


753 


LRR 


Leucine Rich Repeat 


2.7e-05 


20.6 


4 


132-155 


753 


LRR 


Leucine Rich Repeat 


0.001 


15.3 


5 


156-179 


753 


LRR 


Leucine Rich Repeat 


0.0036 


13.4 


6 


180-203 


753 


LRR 


Leucine Rich Repeat 


0.0016 


14.6 


7 


204-227 


753 


LRR 


Leucine Rich Repeat 


0.00015 


18.1 


8 


228-251 


753 


LRRCT 


Leucine rich repeat C-terminal domain 


9.7e-12 


37.1 


1 


261-311 


754 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


4.5e-91 


312.7 


1 


6-613 


754 


Big^l 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


1 


382-403 


754 


A2M 


Alpha-2-macroglobulin family 


6.2e-64 


214.2 


1 


721-949 


754 


A2M 


Alpha-2-macroglobulin family 


6.2e- 
132 


444.2 


2 


983- 
1469 


754 


Pox_D2 


Pox virus D2 protein 


0.18 


3.4 


1 


1446- 
1461 


755 


DUF904 


Protein of unknown function (DUF904) 


0.21 


6.7 


1 


116-125 


755 


DUF536 


Protein of unknown function, DXJF536 


0.47 


6.4 


1 


162-192 


755 


Syntaxin 


Syntaxin 


0.11 


7.9 


1 


163-197 


755 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


1.7e-09 


32.1 


1 


242-275 


755 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


1.9e-25 


86.7 


2 


279-422 


756 


ig 


Immunoglobulin domain 


1.3e-06 


27.6 


1 


43-102 


756 


.? 

ig 


Immunoglobulin domain 


2.2e-05 


23.0 


2 


137-198 


756 


FYRN 


F/Y-rich N-terminus 


0.55 


5.3 


1 


181-200 


756 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 


3 


242-299 


756 


ig 


Immunoglobulin domain 


2.3e-05 


22.9 


4 


339-388 


756 


ig 


Immunoglobulin domain 


2.9e-08 


33.8 j 


5 


424-481 


756 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


514-579 


756 


fii3 


Fibronectin type III domain 


7.7e-23 


81.1 


1 


598-687 


756 


fii3 


Fibronectin type III domain 


9.1e-08 


28.7 


2 


700-790 


756 


m3 


Fibronectin type ID domain 


9.3e-17 


60.0 


3 


802-891 


756 


fo3 


Fibronectin type III domain 


1.6e-09 


34.8 


4 


903-986 


757 


LRR 


Leucine Rich Repeat 


0.29 


7.0 


1 


52-75 


757 


LRR 


Leucine Rich Repeat 


0.003 


13.7 


2 


76-99 


757 


LRR 


Leucine Rich Repeat 


4e-05 


20.0 


3 


100-123 


757 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


4 


124-147 


757 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


5 


148-171 


757 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


172-195 


757 


FliD 


Flagellar hook-associated protein 2 


0.96 


1.2 


1 


194-209 


757 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


7 


196-216 


757 


LRRCT 


Leucine rich repeat C-terminal domain 


9.3e-10 


31.0 


1 


240-285 


757 


ig 


Immunoglobulin domain 


9.4e-09 


35.6 


1 


301-359 


757 


fii3 


Fibronectin type ID domain 


0.00045 


15.9 


1 


444-496 


758 


LRR 


Leucine Rich Repeat 


0.29 


7.0 


1 


52-75 


758 


LRR 


Leucine Rich Repeat 


0.003 


13.7 


2 


76-99 


758 


LRR 


Leucine Rich Repeat 


4e-05 


20.0 


3 


100-123 


758 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


4 


124-147 


758 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


5 


148-171 


758 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


172-195 


758 


FliD 


Flagellar hook-associated protein 2 


0.96 


12 


1 


194-209 


758 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


7 


196-216 


758 


LRRCT 


Leucine rich repeat C-terminal domain 


9.3e-10 


31.0 


1 


240-285 


758 


ig 


Immunoglobulin domain 


9.4e-09 


35.6 


1 


301-359 


758 


m3 


Fibronectin type III domain 


0.013 


10.8 


1 


466-500 
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759 


Serendipity A 


Serendipity locus alpha protein (SRY- 


0.35 


2.3 


1 


98-106 


759 


EGF 


EGF-like domain 


0.76 


5.8 


1 


111-133 


759 


SEA 


SEA domain 


4.9e-06 


22.1 


1 


168-237 


759 


ig 


Immunoglobulin domain 


9.8e-07 


28.1 


1 


286-352 


759 


AIG2 


AIG2-like family 


0.81 


2.4 


1 


329-340 


759 


jg 


Immunoglobulin domain 


0.33 


7.4 


2 


485-547 


759 


60KD IMP 


60Kd inner membrane protein 


0.64 


3.1 


1 


502-523 


uy 


Atraontrorin 


Delta Atracotoxin 


0.31 


6.4 


1 


628-642 


uy 


CAS CSE1 


CAS/CSE protein, C-terminus 


0.28 


5.8 


1 


902-915 


t*jy 


GPS 


Latrophilin/CLrl-like GPS domain 


2e-14 


54.5 i 


1 


950- 
1002 


759 


7tm 2 


7 transmembrane receptor (Secretin fa 


6.4e-21 


73.4 


1 


1009- 
1273 


759 


ATP-svnt G 


Mitochondrial ATP synthase g subunit 


0.66 


3.9 


1 


1267- 
1279 


759 


SH 


Viral small hydrophobic protein 


0.63 


4.1 


1 


1273- 
1292 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.27 


6.6 


1 


107-117 


760 


zf-C2H2 


1/13 93 101 .. 16 24 


0.00013 


23.2 


2 


107-129 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.2e-06 


29.6 


3 


135-157 


760 


Ribosomal L19e 


Ribosomal protein L19e 


0.59 


3.9 


1 


143-161 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.08 


8.4 


3 


163-173 


760 


zf-C2H2 


1/13 93 101.. 16 24 


1.5e-05 


26.9 


4 


163-185 


760 


XPA N 


XPA protein N-terminal 


0.37 


6.2 


3 


188-200 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.08 


8.4 


4 


191-201 


760 


zf-C2H2 


1/13 93 101.. 16 24 


4.3e-06 


29.1 


5 


191-213 


760 


XPA N 


XPA protein N-terminal 


0.15 


7.6 


4 


216-229 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.31 


6.4 


5 


219-229 


760 


zf-C2H2 


1/13 93 101.. 16 24 


2.4e-06 


30.1 


6 


219-241 


760 


XPA N 


XPA protein N-terminal 


0.45 


5.9 


5 


244-256 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.013 


11.2 


6 


247-257 


760 


zf-C2H2 


1/13 93 101.. 16 24 


9.1e-07 


31.8 


7 


247-269 


760 


XPA N 


XPA protein N-terminal 


0.29 


6.6 


6 


272-284 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.8e-08 


37.2 


8 


275-297 


760 


zf-BED 


BED zinc finger 


0.13 


7.1 


3 


276-298 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3e-06 


29.7 


9 


303-325 


760 


TFIIS 


Transcription factor S-H (TFIIS) 


0.019 


10.6 


9 


331-341 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.1e-06 


29.7 


10 


331-353 


760 


zf-C2H2 


1/13 93 101.. 16 24 


2.7e-07 


33.9 


11 


359-381 


760 


zf-BED 


BED zinc finger 


0.63 


4.8 


4 


360-382 


760 


PqiA 


Paraquat-inducible protein A 


0.55 


4.0 


2 


378-409 


760 


XPA N 


9/11 356 366.. 1 11 


0.22 


7.0 


10 


384-396 


760 


zf-C2H2 


1/13 93 101.. 16 24 


8.8e~08 


35.9 


12 


387-409 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.036 


9.7 


12 


415-425 


760 


zf-C2H2 


1/13 93 101.. 16 24 


0.028 


13.7 


13 


415^37 


761 


Clq 


Clq domain 


0.77 


4.7 


1 


104-116 


761 


DUF127 


Protein of unknown function DUF127 


0.81 


2.3 


1 


134-143 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.53 


4.3 


1 


176-189 


761 


Hydrolase 


haloacid dehalofienase-like hydrolase 


0.27 


5.3 


2 


443-477 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.65 


4.0 


3 


543-620 


761 


PgpA 


Phosphatidylgjycercphosphatase A 


0.96 


2.9 


1 


745-760 


761 


DUF418 


Protein of unknown function (DUF41 8) 


0.15 


6.0 


1 


833-887 


763 


zf-HIT 


HIT zinc finger 


0.21 


8.5 


1 


161-179 


763 


zf-C2H2 


Zinc finger, C2H2 type 


0.0099 


15.5 


1 


170-193 
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764 


FHA 


FHA domain 


0.024 


11.6 


1 


25-90 


764 


HIT 


HIT domain 


6e-05 


15.8 


I 


181-235 


764 


DcpS 


Scavenger mRNA decapping enzyme 
(DcpS 


0.0099 


8.2 


1 


210-271 


764 


DUF369 


Domain of unknown function 
(DUF369) 


0.35 


4.8 


1 


219-239 


764 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


317-339 


767 


CwfCwc_15 


Cwfl5/Cwcl5 cell cycle control protci 


8.6e- 
161 


544.3 


1 


1-229 


767 


DUF692 


Protein of unknown function (DUF692) 


0.91 


2.6 


1 


127-148 


768 


SRCR 


Scavenger receptor cysteine-rich doma 


9.2e-36 


127.9 


1 


32-129 


768 


SRCR 


Scavenger receptor cysteine-rich doma 


6.5e-15 


54.2 




142-247 


768 


Lysyl oxidase 


Lysyl oxidase 


1.2e-80 


278.1 


1 


251-359 


769 


RHS 


RHS protein 


0.83 


4.8 




31-43 


769 


GatB 


PET1 12 family, C terminal region 


0.41 


5.8 


i 


64-86 


769 


Glyco transf 8 


Glycosyi transferase family 8 


1.9e-10 


40.1 


1 


65-227 


769 


Phage_holinj4 


Holin family 


0.84 


4.0 


1 


269-282 


770 


WD40 


WD domain, G-beta repeat 


0.5 


6.4 




169-194 


770 


WD40 


WD domain, G-beta repeat 


5.2e-06 


23.8 




225-251 


770 


DUF130 


Domain of unknown function DUF130 


0.074 


5.9 


1 


241-255 


770 


WD40 


WD domain, G-beta repeat 


0.35 [ 


7.0 




.374-401 


771 


TPR 


TPR Domain 


0.27 


7.6 


1 


190-214 


773 


CTP_transf_l 


Cytidylyl transferase family 


3.3e- 
125 


426.1 


1 


69-400 


773 


DAGJPE-bind 


Phorbol esters/diacylglycerol binding 


0.28 


7.3 


1 


166-180 


773 


Pyridox oxidase 


Pyridoxamine 5-phosphate oxidase 


0.34 


2.7 


1 


326-334 


773 


KLX 


KDC domain 


0.48 


5.9 


1 


415-435 


774 


CBM_20 


Starch binding domain 


0.078 


8.5 


1 


86-105 


774 


WD40 


WD domain, G-beta repeat 


3.9e-08 


31.2 


1 


165-203 


775 


TACC 


Transforming acidic coiled-coil-conta 


0.43 


3.9 


1 


312-334 


775 


bZIP 


1/2 308 325.. 48 65 


0.39 


5.9 




408-438 


776 


Tweety 


Tweety 


3.4e-74 


256.6 


1 


21-413 


779 


HesB-like 


HesB-like domain 


2.8e-41 


132.5 


1 


49-151 


780 


ig 


Immunoglobulin domain 


0.015 


12.4 


1 


2-57 | 


780 


ig 


Immunoglobulin domain 


0.00033 


18.6 




96-155 


781 


Mpvl7_PMP22 


Mpvl7/PMP22 family 


8e-14 


51.5 


1 


129-191 


781 


Adenovirus PX 


Adenovirus late L2 mu core protein (P 


0.65 


5.4 


1 


133-152 


782 


sic 


sic protein 


0.1 


3.9 


-\ 


184-239 


783 


Collagen 


Collagen triple helix repeat (20 copi 


5.5e-07 


28.5 




13-51 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.044 


10.1 


2 


59-81 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.014 


12.0 


3 


86-104 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.029 


10.7 


4 


106-127 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.013 


12.1 


5 


132-150 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.04 


10.3 


6 


152-173 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.013 


12.1 


7 


175-196 


783 


Collagen 


Collagen triple helix repeat (20 copi 


2.5e-07 


29.8 


8 


198-237 


783 


S- 

AdoMet_syntD3 


S-adenosylmethionine synthetase, C-te 


0.29 


4.1 


1 


232-247 


783 


vwa 


von Willebrand factor type A domain 


1.2e-46 


149.1 




266448 


783 


Kunilz BPTI 


Kunitz/Bovine pancreatic trypsin inhi 


2.2e-23 


71.1 




540-590 


784 


DUF388 


Domain unknown function (DUF388) 


0.047 


8.8 




1-18 


784 


Mtap PNP 


Phosphorylase family 2 


0.26 


5.1 




1-18 


784 


Sterol desat 


Sterol desaturase 


1.8e-48 


164.1 




57-263 


785 




Immunoglobulin domain 


0.0011 


16.7 




116-176 
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785 


malic 


Malic enzyme, N-terminal domain 


0.76 


2.6 


1 


203-209 


785 




Immunoglobulin domain 


3.6e-10 


40.9 


2 


331-391 


785 


APOBEC C 


APOBEC-like C-terminal domain 


0.88 


5.2 


1 


446-474 


785 


enolase 


Enolase, C-terminal TIM barrel domain 


0.26 


4.4 


1 


600-618 


785 


RNA_pol Rpbl 
5 


RNA polymerase Rpbl, domain 5 


0.65 


1.5 


1 


1034- 
1489 


785 


ie 


Immunoglobulin domain 


4.9e-05 


21.7 


3 


1363- 
1415 


785 


sigma70_r3 


Sigma-70 region 3 


0.6 


5.7 


1 


1461- 
1481 


785 


ig 


Immunoglobulin domain 


5.2e-08 


32.9 


4 


1552- 
1613 


786 


RNA helicase 


RNA helicase 


0.00029 


15.0 


1 


30-53 


786 


AAA 


ATPase family associated with various 


0.00038 


13.8 


1 


32-48 


786 


NACHT 


NACHT domain 


0.0022 


12.0 


1 


34-56 


786 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.64 


3.5 


1 


35-46 


786 


NB-ARC 


NB-ARC domain 


0.62 


2.7 


1 


35-50 


786 


ADK 


Adenylate kinase 


2.2e-05 


19.0 


1 


67-114 


786 


ADK 


Adenylate kinase 


0.12 


6.2 




127-160 


786 


ZZ 


Zinc finger, ZZ type 


0.097 


8.8 


1 


146-157 


786 


SRP54 


SRP54-type protein, GTPase domain 


0.3 


5.9 


1 


390-408 


786 


SKI 


Shikimate kinase 


0.12 


6A 


1 


392-413 


786 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.83 


3.1 




396413 


786 


RHD3 


Root hair defective 3 GTP-binding pro 


0.039 


5.3 


1 


397-411 


786 


CoaE 


Dephospho-CoA kinase 


0.12 


6.4 


1 


402-421 


786 


Thymidylate kin 


Thymidylate kinase 


0.81 


2.1 


~ 


402^118 


788 


SH3 


SID domain 


2.3e-14 


55.4 




1-56 


789 


SH3 


SH3 domain 


1.5e-15 


59.8 


1 


73-129 


790 


TIMP 


Tissue inhibitor of metalloproteinase 


1.2e-89 


243.9 


1 


20-116 


790 


Phyto_Pns9_10 


Phytoreovirus nonstructural protein P 


0.44 


3.0 


1 


102-108 


791 


DUF716 


Family of unknown function (DUF716) 


0.93 


3.4 


1 


26-54 


791 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.4 j 


4.3 


1 


27-48 


791 


FLO_LFY 


Floricaula / Leafy protein 


0.22 


2.7 


1 


127-140 


791 


lectin c 


Lectin C-type domain 


1.9e-07 


31.5 


1 


162-267 


792 


UDPGT 


UDP-glucoronosyl and UDP-glucosyl 
tra 


7.9e- 
258 


866.7 


1 


24-447 


792 


Pox E8 


Poxvirus E8 protein 


0.81 


3.1 


1 


56-70 


792 


Glycojran 28 C 


Give osyl transferase family 28 C-termi 


0.06 


7.5 


1 


292-314 


793 


TRAPP Bet3 


Transport protein particle (TRAPP) co 


l.le-67 


235.0 


1 


6-173 


794 


PCMT 


Protdn-L-isoaspartate(D-aspartate) O 


0.0055 


11.0 


1 


74-113 


794 


Ubie methyltran 


ubiE/COQ5 methyltransferase family 


1.9e-05 


18.5 


1 


161-182 


794 


Methyltransf_8 


Hypothetical methyltransferase 


0.04 


7.5 


1 


168-182 


795 


Brix 


Brix domain 


2e-88 


303.9 


1 


1-248 


795 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


0.3 


6.3 


1 


246-273 


795 


7tm 1 


7 transmembrane receptor (rhodopsin f 


3e-42 


125.3 




444-671 


795 


Lip A acyltrans 


Bacterial lipid A biosynthesis acyrtr 


0.4 


4.3 




532-558 


795 


ACPS 


4 -phosphopantetheinyl transferase su 


0.72 


3.3 




585-600 


796 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


797 


'G 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


798 


»S 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


798 


FliL 


Flagellar basal body-associated prote 


0.029 


9.2 




170-203 


798 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 




174-193 


799 


PH 


PH domain 


1.9e-21 


72.0 




14-112 
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800 


Ifi-6-16 


Interferon-induced 6-16 family 


l.le-41 


144.4 


1 


10-87 


800 


GLTT 


GLTT repeat (6 copies) 


0.18 


7.7 


1 


14-42 


800 


CRCB 


CrcB-Iike protein 


0.18 


7.1 


1 


70-88 


801 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


17-99 


801 


GLTT 


GLTT repeat (6 copies) 


0.18 


7.7 


1 


26-54 


801 


CRCB 


CrcB-like protein 


0.18 


7.1 


1 


82-100 


802 


ank 


Ankyrin repeat 


1 


5.7 


1 


338-367 


802 


RmuC 


RmuC family ! 


0.49 


3.9 


1 


621-657 


804 


ig 


Immunoglobulin domain 


0.0002 


19.4 


1 


35-111 


804 


DUF708 


Protein of unknown function (DUF708) 


0.27 . 


5.6 




230-246 


804 


CDC50 


LEM3 (ligand-effect modulator 3) farm 


0.049 


6.6 


1 


231-258 


305 


EOF J 


EGF-like domain 


0.0019 


15.2 


1 


60-95 


807 


EGt 


EGF-like domain 


0.0019 


15.2 


-\ 


60-95 


808 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


809 


PI3 PI4 kinase 


Phosphatidvlinccritol 3- and 4-kinase 


0.89 


3.6 


1 


6-35 


809 


IE 


Immunoglobulin domain 


4.9e-06 


25.4 


1 


109-171 


811 


Alpha a dap tin C 


Alpha adaptin AP2, C-tenninal domain 


0.061 


5.2 


1 


92-104 


811 


MHC 1 


Class I Histocompatibility antigen, d 


0.021 


9.1 


2 


120-205 


812 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


78-137 


812 


ig 


Immunoglobulin domain 

2_ — 1 


0.0018 


15.9 


3 


176-237 


812 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


274-335 


812 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


291-347 


812 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


300-322 


812 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


369-430 


812 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


465-529 


813 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.65 


2.6 


1 


55-63 


813 


LRRCT 


Leucine rich repeat C-tenninal domain 


0.15 


5.9 


1 


61-85 


813 


DUF909 


Bacterial protein of unknown function 


0.4 


5.7 


1 


237-256 


813 


ig 


Immunoglobulin domain 


0.0047 


14.3 


1 


295-358 


813 


ig 


Immunoglobulin domain 


1.2e-08 


35.2 


2 


393^52 


813 


Noll Nop2_Sun 


NOLl/NOP2/sun family 


0.28 


4.1 


1 


629-671 


813 




Immunoglobulin domain 


1.2e-05 


24.0 


3 


1468- 
1530 


813 


iff 


Immunoglobulin domain 


l.le-06 


27.9 


4 


1565- 
1627 


813 




Immunoglobulin domain 


6.2e-09 


36.3 


5 


1662- 
1724 


813 


CD2 


T-cell surface antigen CD2 protein 


0.19 


3.9 


1 


1701- 
1749 


813 


iff 


Immunoglobulin domain 


2.6e-09 


37.7 


6 


1761- 
1823 


813 


ic 


Immunoglobulin domain 


8.7e-06 


24.5 


7 


1858- 
1926 


813 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


8 


1961- 
2020 


813 


ig 


Immunoglobulin domain 


0.0018 


15.9 


9 


2059- 
2120 


813 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


10 


2157- 
2218 


813 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


2174- 
2230 


813 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


2183- 
2205 
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E_value 


Score 1 


Repeats ] 


Position 


813 


ig 


Immunoglobulin domain 


0.0012 


16.6 


n 

To 


2252^ 
2313 


813 

814 
814 
814 
814 
814 
814 


ig 

DUF126 
LRRNT 
LRR 

Phage holin 4 

LRR 

LRR 

LRR 


Immunoglobulin domain 

Protein of unknown function DUF126 
Leucine rich repeat N-terminal domain 
Leucine Rich Repeat 
Holin family 

Leucine Rich Repeat 

r^ir.ine Rich Repeat 
Leucine Rich Repeat 


7.7e-07 

0.08 

3e-07 

0.0074 

0.73 

0.00054 

0.005 

0.00025 


Zo.D 

6.1 

26.4 

12.4 

4.2 

16.2 

12.9 

17.3 


1 
1 

1 
1 
2 
3 
4 


2348- 

2412 

1-9 

28-56 

58-81 

69-88 

82-105 

106-129 

130-153 


814 
814 
814 
814 
814 
814 
814 
814 
814 


LRR 
LRR 

LRRCT I 

DUF909 

ifi 

ig 

Noll Nop2 Sun 
iz 


Leucine Rich Repeat .. 

Leucine Rich Repeat 
Leucine rich repeat C-terminal domain 
Bacterial protein of unknown function 
Immunoglobulin domain 
Immunoglobulin domain 
NOLl/NOP2/sun family 
Immunoglobulin domain 


A AAACQ 

0.0028 j 

2.4e-13 

0.4 ^. 

0.0047 

1.2e-08 

0.28 

1.2e-05 


LD.D 

13.8 

.5.7 
14.3 
35.2 
4.1 

24.0 | 


6 ! 

1 
l 

2 
1 

3 


154-177 
186-209 
219-280 
432^51 
4QO-553 
588-647 

OZ*HoOO 

1663- 

1 


814 


ie 


Immunoglobulin domain 


l.le-06 


27.9 


4 


1760- 

Y6L2. 


814 


to 


Immunoglobulin domain 


6.2e-09 


36.3 


5 


1857- 

1 0l O 


814 


CD2 


T-cell surface antigen CD2 protein 


0.19 


3.9 


1 


1896- 

1 QAA 


814 


ifi 

to 


Immunoglobulin domain 


2.6e-09 


37.7 


6 


1956- 

9A1 ft 
ZUlo 


814 


ig 


Immunoglobulin domain 


8.7e-06 


24.5 


7 


2053- 
9191 


814 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


8 


2156- 

971 S 


814 


ig 


Immunoglobulin domain 


0.0018 


15.9 


9 


2254- 

7^1 S 


814 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


10 


2352- 
2413 


814 


DNA_polJ3_2 


DNA polymerase type B, organellar 


0.018 


7.9 




2369- 
2425 


814 


OapA 


Opacity-associated protein A 


0.44 


2.4 




2378- 
2400 


814 


ig 


Immunoglobulin domain 


0.0012 


16.6 




2447- 
2508 


814 

816 
816 


ig 

Apolipoprotein 
UUrZoU 


Immunoglobulin domain 

Apolipoprotein A1/A4/E family 
Protein of unknown function DUF260 


" 7.7e-07 

2.3e-ll 

0.64 

0.49 


28.5 

42.3 

3.5 

4.4 


12 


2543- 
2607 

93- 168 

94- 107 

95- 110 


816 
816 
816 
816 

817 
817 
1 817 


Adeno P1X 
BcrAD BadFG 
Apolipoprotein 
MM__CoA_mutas 
e 

Apolipoprotein 
DUF260 
Adeno PIX 


Adenovirus hexon-associated protein ( 
BadF/BadG/BcrA/BcrD ATPase family 
Apolipoprotein A1/A4/E family 
Methylmalonyl-CoA mutase 

Apolipoprotein A1/A4/E family 
Protein of unknown function DUF260 
Adenovirus hexon-associated protein ( 


0.12 

0.011 

0.84 

" 23e-tl 
0.64 
0.49 


6.2 

10.5 

1.9 

42.3 

3.5 

4.4 




134-180 
172-258 
264-306 

93-168 
" 94-107 
95-110 
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Repeats 


Position 


817 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


i 


134-180 


817 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 




172-258 


817 


MM_CoA_mutas 
e 


Methyimalonyl-CoA mutase 


0.84 


1.9 


1 


264-306 


S18 


DUF717 


Protein of unknown function (DUF717) 


1 


4.0 


l ! 


109-121 


818 


MHC I 


Class I Histocompatibility antigen, d 


0.69 


3.7 


l 


226-239 


819 


Pox D5 


Poxvirus D5 protein-like 


1 


2.2 




16-28 


819 


phoslip 


Phospholipase A2 


3.4e-49 


172.4 


l 


21-145 


819 


RFX_DNA_bindi 
ng 


RFX DNA-binding domain 


0.84 


2.9 


l 


50-57 


821 


MR MLE N 


Mandelate racemase / muconate lactoni 


1.6e-05 


17.0 




9-1 12 


821 


Peptidase S26 


Signal peptidase I 


0.38 


3.? 


1 


54-84 


821 


CheR N 


CheR methyltransferase, all-alpha dom 


0.4 


6.7 


1 


58-74 


821 r 


-;MR MLE : 


Mandelate racemase / muconate lactoni 


2.5c-Oi5 


29.9 




191-253 


822 


NAP 


Nucleosome assembly protein (NAP) 


6e-191 


644.5 


l 


12-285 - 


822 


GAT 


GAT domain , 


0.27 


4.9 




114-126 


822 


DUF115 


Protein of unknown function DUF115 


0.76 


3.8 




116-143 


823 


PP2C 


Protein phosphatase 2C » 


3.4e-72 


250.0 


1 


107-383 


824 


vwc 


von Willebrand factor type C domain 


2.2e-10 


37.8 


l 


103-157 


824 


vwc 


von 7/illebrand factor type C domain 


4.7e-09 


33.1 




160-205 


824 


TILa 


TILa domain 


0.24 


6.3 




183-200 


825 


7tm 1 


7 transmembrane receptor (rhodopsin f 


1.4e-28 


84.3 


l 


1-173 


826 


7tni 1 


7 transmembrane receptor (rhodopsin f 


4.5e-49 


145.7 


l 


40-287 


S27 


BGF 1 


EGF-like domain 


0.0067 


13.2 


l 


35-62 


827 


DSL 1 


Delta serrate ligand 


0.48 


4.7 


l 


47-62 


828 


Pox A46 


Poxvirus A46 family 


0.55 


2.5 


i 


1-15 


828 


ExoD 


Exopolysaccharide synthesis, ExoD 


0.82 


2.4 


l 


64-87 


828 


RhoGAP 


RhoGAP domain 


1.3e-53 


182.4 


i 


101-250 


S28 


Sec6 


Exocyst complex component Sec6 


0.97 


1.8 


i 


184-207 


829 


CUB 


CUB domain 


l.le-33 


112.6 




5-102 


830 


CUB 


CUB domain 


l.le-33 


112.6 




5-102 


831 


myosin head 


Myosin head (motor domain) 


8.8e-76 


257.2 




37-299 j 


831 


ATP bind2 


P-loop ATPase protein family 


0.16 


4.9 


1 


126-139 


831 


PRK 


Phosphoribulokinase / Uridine kinase 


0.14 


52 




128-139 


832 


myosin_head 


Myosin head (motor domain) 


4.1e-90 


306.1 


1 


37-387 


832 


ATP bind2 


P-loop ATPase protein family 


0.16 


4.9 




126-139 


832 


PRK 


Phosphoribulokinase / Uridine kinase 


0.14 


5.2 


1 


128-139 


834 


7tm 5 


7TM chemoreceptor 


0.17 


1.1 


1 


37-49 


834 


kazal 


Kazal-type serine protease inhibitor 


8.4e-08 


33.5 


1 


139-183 


834 


thyroglobulin 1 


Thyroglobulin type-1 repeat 


4.1e-21 


80.3 


1 


316-379 


835 


Micro A star 


Microvirus A* protein 


0.16 


53 


1 


410-426 


835 


Coronavirus 5 


Coronavirus gene 5 protein 


0.91 


3.0 


1 


540-553 


835 


RPEL 


RPEL repeat 


0.81 


5.4 


1 


540-550 


836 


Micro A star 


Microvirus A* protein 


0.16 


5.3 


1 


410-426 


836 


Coronavirus 5 


Coronavirus gene 5 protein 


0.91 


3.0 


-] 


540-553 


836 


RPEL 


RPEL repeat 


A Ol 

U.ol 






JtVTJJU 


837 


BEX 


Brain expressed X-linked like family 


9.8e-86 


266.4 




14-125 


837 


ChaC 


ChaC-like protein 


0.2 


4.5 




67-92 


837 


IlvC 


Acetohydroxy acid isomeroreductase, c 


0.14 


5.9 




68-97 


838 


LRRNT 


Leucine rich repeat N-terminal domain 


4.1e-05 


19.3 




31-59 


838 


LRR 


Leucine Rich Repeat 


0.045 


9.7 




61-84 


838 


LRR 


Leucine Rich Repeat 


0.0026 


13.9 


3 


109-132 


838 


LRR 


Leucine Rich Repeat 


0.002 


14.3 


4 


133-156 


838 


LRR 


Leucine Rich Repeat 


0.0034 


13.5 


5 


157-180 
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m 


ivioaei 


uescnpuon 


P vrnllTA 

upvalue 


Score 


Repeats 


Position 


R^R 

OOO 


JUtvlv 


jueucine ivicn rvepcui 


0 00010 


17 R 
i /.o 


o 


1R1 1(\A 


R^R 


T PR 


T aiiMna D toll DonAOt 

-Leucine ivicn rvcptsu 




•10 "X 


7 


OA^ 97R 


R^R 

OOO 


T PR 


I angina D i am IrDnPOT 

Leucine tvicn ivepeai 




on o 

jCAJ.Z 


Q 
O 


700 

zzy-zDz 


838 


LRR 


Leucine Rich Repeat 


0.59 


6.0 


9 


253-276 


o3o 


f DD 


Leucine Rich Repeat 


a a< 


loo 
lo.o 


1 A 
10 


att inn 

277-300 


Q1Q 


r dd 


Leucine Rich Repeat 


U.UUZz 


1/11 

14.1 


t 1 
11 


301-324 


Q1Q 
OJO 


Scraroblase 


Scramblase 




J./ 




5\5-5LL 


ooo 


T DD 

JLKK. 


Leucine Rich Repeat 


A AfiAl 
U.UUU1 


lo.o 


lz 


11tZ *1A A 


oiq 

OJO 


r DDI^TT 


Leucine rich repeat O- terminal domain 


A 1a 1Q 

4.Je-l3 


ii a 

41.2 


-1 


359-405 


QIC 

oJo 


I T"DT?A1 1 0 

Urrul lo 


Domain oi unknown tunction uurZU 


1 
1 






533-556 


840 


dUTPase 


dUTPase 


0.34 


6.2 


l 


343-362 


O/l 1 

841 


ank 


Ankyrin repeat 


0.00082 


16.7 




1-27 


841 


MM_CoA_mutas 
e 


Methylmalonyi-CoA mutase 
. 


0.85 


1.9 


i 


9-43 


OA 1 

841 


anJc 


Ankyrin repeat 


7.1e-07 


27.7 


2 


29-61 


841 


ank 


Ankyrin repeat 


2.3e-09 


36.6 


3 


130-162 


841 


ank 


Ankyrin repeat 


2.2e-10 


40.3 


4 


164-196 


841 


Myc N term 


Myc amino-teiminal region 


0^7 


3.6 




514-541 


841 


SAM 


SAM domain (Sterile alpha motif) 


1.3e-06 


25.0 


-j 


588-640 


842 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3:5 


1 


21-36 


842 


ApoL 


Apolipoprotein L 


3.1e- 
195 


658.7 


1 


43-345 


o4z 


XT, T T /~1 

rluprl_C 


HupH hydrogen ase expression protein, 


0.99 


2.7 


1 


116-131 


842 


DUF710 


Family of unknown function (DUF710) 


0.48 ! 


5.0 


1 


297-337 


OA 1 

843 


DUF370 


Domain of unknown function 

{DUr5 10) 


1 


3.5 


1 


21-36 


o4J 


A _ _T 

ApoL 


Apolipoprotein L 


1.7e- 
i a a 

1^4 ! 


656.3 


1 


43-345 


0*0 




— — — : : 

HupH nydrogenase expression protein, 


A OO 


Z./ 


— 

1 


1 lo-I3I 


OAT, 


uur / iu 


Family ot unknown junction \U\Jr / W) 


A AO 


C A 


1 


OAT 11*7 

297-337 


QAA 
0*t*r 


T TtpTAnriAKtn 

u tcrogioDin 


Uteroglobin family 


1 




-j 


l-lo 


QAA 
OH** 




rrotein oi un Known iuncnon uuro*f 


A AOS 

u.uyo 


S Q 


-j 


o-ZZ 


QAA 
(rr* 




Staphylococcal protein of unknown fun 


A *7C 
U. /O 


5.1 


-J 


70 <i 


QAA 
o*rr 


Tail V 

1 oil W 


linage i an rroicin a. 


A IS. 


D.O 




4J-JO 


844 


Lys^4 


L.ysivi domain 


A 


A o 

o.y 


"1 


4oOO 


QAA 

0*T*T 


ig 


Immunoglobulin domain 


jG-\J l 


^ A A 




ci 1 1 A 


QAA 
Of** 


ig 


Immunoglobulin domain 


i.oe-u/ 


^A A 

3U.y 


Z 


IDU-Zlo 


R44 
on 


'S 


uiiiiiunogioounn oomam 


O QpJVO 


1^ R 




11A 
Z3D-J III 




ig 


immunogioDuiin aomain 


4.0C-U/ 


OO ^ 


A 

4 


«njn 
jDU-41 / 


R4S 


W ICl UglUUlH 


i/ierogiooin iamuy 


1 
1 


jj 




1 IrfC 
l-lO 


845 


DUF84 


riuuzui ui iulkhuwu luiivuuii uuroH 


0 OQR 






J 


R_77 
o-ZZ 


845 


DIJF960 
i/ur7w 


oiopiiyiuuuiA><ii prmcm ui un Known iuh 


O 7R 
u. /o 


J. / 




jO-OJ 


845 


Tail X 

1 oil W. 


PKnap Tail Prrrfpin Y 




S R 


~T 




845 


LysM 


LysM domain 


0.36 


6.9 


-7 


48-56 


845 


ig 


Immunoglobulin domain 


3e-07 


30.0 




53-110 


845 


ig 


Immunoglobulin domain • 


1.8e-07 


30.9 


2 


150-216 


845 


ig 


Immunoglobulin domain 


2.9e-08 


33.8 


3 


255-310 


845 


ig 


Immunoglobulin domain 


4.6e-07 


29.3 


4 


350-417 


845 


ig 


Immunoglobulin domain 


l.le-07 


31.6 


5 


456-516 


845 


ig 


Immunoglobulin domain 


8.8e-05 


20.8 


6 


553-617 


845 


APS kinase 


Adenylylsulphate kinase 


0.67 


2.8 


1 


593-609 


845 


fo3 


Fibronectin type III domain 


0.75 


4.7 


1 


656-733 


845 


MAM 


MAM domain 


6.7e-77 


265.6 


1 


753-918 
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IVIOOcl 


isescnpoon 


Ej TiXlUC 


kjcore 


17 onoofc 
Xv£JJc2xU> 


PnciHnn 


84S 


E2F TDP 


Trsrnc<*rfntir»T» factor P.9. K/d i m pri cxi H nn 

X I cUJLblsl lULll/ll lOvtvi / UlUlM 1 Oil LI LH-I 


0.56 


3.7 




761-787 


0*rU 


zf-PARP 


Pnlvf A riP-rihnv* i Tjolvmeraip and 

DNA-L 


0.61 


5.0 


__ 


38-54 


846 


A 1 hi ci di n res 


Afhiridin rp^i<»tance domain 


0.49 


6.1 




290-297 


846 


SPDY 


Domain of unknown function 
fDUF317i 


0.37 


5.2 




361-374 


846 


CBF 


CBF/Mak21 family 


0.00014 


14.4 




417^50 


847 


CNH 


CNH domain 

\->XNXl UUlXl CU I 1 


0 00087 


13.7 




164-217 


847 


NHL 


NHL repeat 


0.14 


9.4 


1 


204-229 


Or* f 




I^rmr Annm n vnn nopn T FT rtYirt"] p<> 

Vwupi upurpixyi mugcii in uailuuc 




1 0 






847 


Clathrin 


Region in Clathrin and VPS 


0.0094 


11.5 


1 


404-445 


0/47 
o4/ 


niN 1 n 


niN iri Qomain 


ft 


3. / 




704_8ft7 


o*f / 


r*9 


C2 domain 


7 9*>_1 8 


Oj.O 


~j 


707-87/? 
ly l~o /o 


CAT 
84/ 




Lysophospholipase catalytic domain 


y . i eo i 


17C A 
1 fo.K) 


— 


1 IftS- 

1*^17 
Uu 


847 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family 


0.9 


2.9 


1 


1314- 


84/ 


1 Ar4Z 


TA DA*> Klro f„T„iK/ 

l Ar4z-liKe iamiiy 


i 


z.U 


— 


1 /lftO 
141 ^ 


QA7 


pT A*) D 


L»ysopnospno lipase catalytic aomam 


l.ze-iz 


*IJ.O 




1490 

t*jzy- 

UJ X 


QAQ 
<VtO 


EIN 111 


r>iN i n aomam 




J. / 


— 

— 




0*tO 


P9 


v_^z. uumdin 


9 9^-18 


OJ.O 




4A-19< 


oho 


PT A? R 


i^jrsopnospnoiipase cauuyiic uomain 


Z.4C-JJ 


187 1 


— 


JJ /-JOO 


o*to 


TYI TF1 R8 
L»ur 100 


IJHL-aalaUICriZCU XJVv.IV, I all/ I llAJLJ 

family 


0 0 


9 0 


__ 


Sfi^-S74 
JOJ-J /*r 


848 


TAP42 


TAP42-like familv 

X ill ~A 1XA.W API II II Jr 


1 


2.0 


-j 


657-662 


848 


PLA2 B 


T .v*jnr»Virk5mfif>lirtSfvP. eatalvtie domain 


1.2e-12 


43.6 




678-800 


849 


SNF7 


SNF7 


1.3e-54 


191.6 




18-178 


849 


GatB N 


PBT1 12 familv N terminal re 01 on 

X X_7 JL 1 1a Xfl 11 1 1 1 Jr y X^l Vwl lilillul ivglull 


0.2 


4.6 




135-146 


849 


TntprlpiilnTi 11 


Tntprlpiilfin-1 1 
xiiivx ivumh x j 


QJ2A 


6.5 




156-167 


850 


p450 


Pvtnrhromp P4S0 


2.9e-05 


15.6 


"1 


25-112 


850 


Pha**p attach 


Phaap Head-Tail Attachment 

x xiAgw iibinr lull nimvi ixi i vi n 


0.97 


1.6 


__ 


69-80 


851 


iff 


Tmmimnu1p.liiilin dnmain 

XXIXIXIIXIIUL^IWUIXII UlJlXXcUXl 


ge-09 


35.9 


"1 


48-105 


851 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 




169-227 


851 




f mm 1 inner 1 r\V\i 1 1 1 r> Hormain 
IxxxlUUlJUgluUtxlxII UUIxxaxlI 


2.3e-06 


26.7 




265-344 


851 


CD36 


PTjIn" familv 
y^rjL/jvt loii ixi y 


0.38 


3.9 


-j 


377-402 


851 


"NTpirr pVipn mpm 

V/llnll lliCLli 

b 


NpitTAh'aTicmittpjr—oatpd inn— pTinnnpl tr 
iicui uu oiioxixi um gaiwi imrviioui ici ix 


0.69 


2 1 


-j 


392-401 


852 


is 


Immunoglobulin domain 


8e-09 


35.9 




44-101 


852 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 




165-223 


852 


jg 


TmmimrwlnHiiHn domain 


2.3e-06 


26.7 i 




261-340 


852 


CD36 


CD36 femily 


0.38 


3.9 




373-398 


852 


Maiw phan mpm 
ncui i*ii<ui iiiciu 

b 


Mpi rr ntr?i vt cm t ft PT— era t pH inn— pHunnpl tr 

INC 111 UU rtl li>llll l ICI fynlClA l\fUT vXBUXllCl 11 


V.U7 


2 ^ 




JOO"J7 / 


853 


ig 


Immunoglobulin domain 


8e-09 


35.9 




44-101 


853 


bZIP Maf 


bZIP Maf transcription factor 


0.4 


4.3 




101-127 


854 


C2 


C2 domain 


1.8e-39 


134.8 




158-245 


854 | 


C2 


C2 domain 


8.3e-37 


125.8 




289-377 


855 


DUF1058 


Protein of unknown function 
(DUF1058) 


0.49 


2.3 




79-92 


855 


PepJV112B_prop 
ep 


Reprolysin family propeptide 


7.2e-06 


18.8 




154-222 


855 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


9.5e-18 


66.0 


2 


313-456 
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TABLE 4B 



SEQ I Model 
ID 



Description 



E value TScore Repeats 



Position 



R55 Mu-conotoxin Mu-Conotoxin 



0.94 



4.6 



855 1 Astacin 



Astacin (Peptidase family M12A) 



855 
855 



m2 



Fibronectin type II domain 



0.65 
0.59 



3.4 



3.4 



tspj 



Thrombospondin type 1 domain 



3e-l6 I 55.9 



855 ADAM_ 
855 1 DSL~ 



ADAM-TS Spacer 1 
j Delta serrate ligand 



1.6e-4 9_ 
0.38 



174. 7 
5.0 



356-377 



389-402 
445-451 



546-596 



702-813 
794-812 
832-844 



855 tsp_l 



Thrombospondin type 1 domain 



0.0007 | 14.6 



855 Izf-NF-Xl 



. NF-X1 type zinc finger 



0.0071 8.8 



855 1 tsp_l 



Thrombospondin type 1 domain 



855 

855 I Reo_sigmaC 



Thrombospondin type 1 domain 



0.0028 
8.2e-08 



12.7 
27.8 



3 
4 



Reovirus sigma C capsid protein 



0.73 



855 I UPF0051 



UncharacrterizedprotemfarnilyCUPFOO I 0.0073 8.9 



873-895 



888-909 



1216- 
1224 



1284- 
1297 



855 tspj 



Thrombospondin type 1 domain 



0.01 



1321- 
1364 



855 I tspj 



Thrombospondin type 1 domain 



0.0037 [ 12.3 I 7 



855 tsp_l 



Thrombospondin type 1 domain 



3.4e-05 I 19.0 8 



856 I Ifi-6-16 

856 CRClT 

857 GHMP. 



Interferon-induced 6-16 family 
CrcB-like \ 
GHMP kinases putative ATP-binding 
_pro 



3.5e-07 
0.18 
0.55 



1429- 
1471 



1474- 
1530 



21-44 
27-45 
81-129 



857 1 abhydrolase 
857 lipase 



alpha/beta hydrolas 



j fold 



0.02 
0.64 



9.2 
3.7 



Lipase 



857 1 abhydrolase 



alpha/beta hydrola! 



isefold 



0.0083 1 10.5 



857 DLH 

857 LIP 

857 |lJPF0227~ 



rHftnelactone hydrolase family 



0.4 



Secretory lipase 



0.012 



857 | abhydrolase_2 



Uncharacterised protein family (UPF02 
Phospholipase/Carboxylesterase 



0.38 



3.6 
8.6 
4.9 



0.015 
0.63 



10.1 



857 | Peptidase JvllO_ j Matrix metalloprotease, N-terminal do 
N 



2.5 



256-283 



265-290 



266-296 



267-290 



296-317 



858 I GHMPJdnases 



GHMP kinases putative ATP-binding 
pro 



0.55 



858 abhydrolase alpha/beta hyfrolasefold 
858 1 lipase | Lipase _____ _. 



0.02 



9.2 



0.64 



3.7 



858 1 abhydrolase 



alpha/beta hydrolase fold 



0.0083 10.5 



858 DLH 



Dienelactone hydrolase family 



0.4 



3.6 



Secretory lipase 



0.012 



8.6 



858 I UPF0227 
858 abhydrolase_2 
858 j Peptidase JVl 10 
N 



F02 



Uncharacterised protein famil; 
PhosphoUpase/airr>oxylesterase 
Matrix metalloprotease, N-terminal do 



4.9 

10.1 

2.5 



859 1 H-kinase dim 1 Signal transducing histidine kinase, 0.25 



|6.8 



859 1 Collagen 



Collagen triple helix repeat (20 copi 



4.8e-08 32.5 



859 1 Collagen 



859 SRCR 



Collagen triple helix repeat (20 copi 
Scavenger receptor cysteine-rich doma 



3.3e-05 21.8 



6.6e-22 78.9 



Methyl-CpG binding domain 



0.52 



4.9 



178-206 



247-317 



249-276 



258-283 



15-55 



244-284 



285-320 



336-433 



365-389 



860 CobS 



Cobalamin-5-phosphate synthase 



0.43 



860 I LGT 



860 Collagen 



Prolipoprotein diacylglyceryl transfe 
Collagen triple helix repeat (20 copi 



0.084 



6.6 



2.6V07 1 29.7 



860 Colla 
860 1 SRCR 



1 Colla; 
Scaven 



i triple helix t 
r receptor c_y 



i 3.3e-05 
, 2.7e-34 



1 21.8 
122.7 



304-344 
345-380 



396493 
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TABLE 4B 



SEQ | Model 
ID 



Description 



E value Score 



RepeatsT Position 



862 TFIIS 



Transcription factor S-II (TFIIS^ 



862 I zf-C2H2 



1 Zinc finger, C2H2 type 



3.5e-05 I 25.4 



862 I zf-C2H2 



Zinc finger, C2H2 type 



13e-06 1 31.2 



862 | zf-BED 



1 BED zinc finger 



0.33 



862 mRNA_cap_enzy 



me 



mRNA capping enzyme, catalytic 
domain . 



5.7 
0.5 



862 | XPA_N 



XP A protein N-terrrrinal 



zf-C2H2 



; Zinc finger, C2H2 type 



0.78 
2.9e-07 



5.1 
33.8 



862 
862 



TFIIS 
zf-C2H2 
zf-C2H2 
mRNA_cap_enzy 
me 

XPAJ4 
zf-C2H2 



1 Transcription factor S-1I ( 
Zinc finger, C2H21 

Zinc finger, C2H2 1 , . 

mRNA capping enzyme, catalytic 

domain 

XP A protein N-terminal 
Zinc finger, C2H2 type 



0.89 
_2e-06_ 
1.6e-0 5_ 
0.56 

0.78 
5.4e-07 



862 | TFIIS 



Transcription factor S-Il (TFIIS) 



862 | z£-C2H2 



Zinc finger, C2H2 type 



0.29 
l.le-06 



6.5 



31.5 



862 | XPA_N 



XP A protein N-terminal 



0.13 



7.8 



862 I TFIIS 

862 zf-C2H2~ 

862 XPA JT 

862 1 TFIIS 



Transcription factor S-II (TFIIS) 



0.57 



Zinc finger, C2H2 type 



XPA protein N-terminal 



9.2e-07 
0.97 



5.5 
31.8 



4.8 



Transcription factor S-II (TFIIS) 



0.14 



7.6 



Zinc finger, C2H2 type 



4.4e-06 | 29.1 



192-202 



192-214 



220-242 



222-243 



245-260 



245-257 



248-270 



276-286 
276-298 
304-326 
329-344 



329-341 
332-354 
360-370 



360-382 



385-397 



388-398 



388-410 



413-425 
416-426 



416^38 



862 
862 



zf-C3HC4 Zinc finger. C3HC4 type (RING finger) 



0.38 



862 1 zf-C2H2 



Zinc finger, C2H2 type 



l.le-06 1 31.5 



10 



862 | TFIIS 
862 zf-C2H2~ 
862 1 zf-BED 



Transcription factor S-D (TFIIS) 
Zinc finger, C2H2type 



0.054 



9.0 



2.9e-07 I 33.8 



11 



BED zinc finger 



0.64 



4.8 



1/2 472 487.. 19 44 



0.16 
0.00082 



6.2 



444-466 
472-482 



472-494 



477-495 



500-515 



862 
862 



zf-C2H2 



Zinc finger, C2H2 type 



Dorl-like family 



7e-203 | 684. 



863 
864 



bZIP 
Ul-C 



1 zf-CCCH 
I WD40 
[ WD40 
pFelsT 
1 aminotran_3 
j OATP J< 

aminotranj? 
| aminotranj 

OATP N 



1 bZEP transcription factor 

Ul small nuclear ribonucleoprotein C 
Zinc finger C-x8-C-x5-C-x3-H t 
WD domain, G-beta i 
WD domain, G-beta i 
Fels-1 Propage Proteuvlike 
Aminotransferase class-Hi 
Organic Anion Transporter Poly 
Aminotransferase class-ID 

Aminotransferase class-IH 

Organic Anion Transporter Polypeptide 



0.3 
0.00024 



6.3 
16.9 



2.2e-09 

4.2e-0 L 
0.54 
0.61 
1.5e-4 0 
0.81 
8.9e-66 
1.2e-0 9 
0.81 



33.8 
31.1 
6.3 
5.8 
134 .4 
4.0 
218.5 
31.3 
4.0 



aminotran_3 Aminotransferase classrin 



8.9e-66 
4.5e-71 
1.7e-17_ 
0.6 



218.5 



197-553 



178-406 
63-289 



868 
869 
870 



psin 

Glycos transf_l 



Trypsin 

Glycosyl transferases j 
Bacte rial signalling protein N termin 



220.5 

64.4 

4.2 



144-239 
291-328 



873 EGF 



EGF-like domain 



2.9e-07 | 28.9 



873 



lamininEGF Laminin EGF-like (Domains III and V) 1 



4.3 



873 EGF 



EGF-like domain 



873 EGF 



EGF-like domain 



873 EGF 



EGF-like domain 



873 I EGF 



EGF-like domain 



873 DSL 



Delta serrate ligand 



EGF-like domain 



9.2e-10 1 38.0 



1.2e-07 
2.7e-ll 



303 
43.5 



5e-ll 



0.32 
0.0091 



42.5 
5.2 



12.7 



21-43 



50-81 



88-119 



126-157 



168-199 



190-199 



209-234 
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TABLE 4B 



SEQ 
ID 

873 
873 
873 
873 
873 
873 
873 
873 
873 


Model 

EGF 
EGF 
EGF 

Cripto 

EGF 

Qripto 

larainin EGF 
EGF j 
laminin_EGF 


Description 

EGF-like domain 

EGF-like domain 

Cripto growth factor 

EGF-like domain 

Cripto growth factor 

T^minin EGF-like (Domains HI and V) 

EGF-like domain 

Laminin EGF-like (Domains m and V) 


E_value 

0.022 

5e-09 

1.3e-07 

0.11 

8.2e-ll 

0.00049 

0.042 

4.6e-08 

0.25 

1.5e-06 


Score 

11.3 

35.3 

30.2 

6.4 

41.8 

14.6 

9.1 

31.8 

6.4 

28.7 


Repeats 

7 

8 

9 

2 

10 

3 

5 

11 

6 

1 


Position 

243-267 
280-311 
319-350 
324-351 
358-389 
363-390 
378-390 
396-427 
416-427 
433^86 


873 
873 
873 
873 
873 
R7^ 
873 
873 
873 
873 
873 


sushi 

EGF 

EGF 

EGF 

granulin 

EGF 

DSL 

m3 _J 

&3 

fii3 

EGF 


Sushi domain (SCR repeat) 

EGF-like domain 

FOF-like domain 
EGF-like domain 
Granulin 

EGF-like domain 

Delta serrate ligand 

Fibronectin type III domain 

Fibronectin type III domain 

Fibronectin type III domain 

EGF-like domain 


8.7e-09 
3.9e-09 
1.2e-07 
1 

2.9e-07 
0.69 
1.3e-10 
8e-12 

1 7e-12 

5.8e-10 


34.5 

35.7 

30.4 

3.6 

29.0 

4.1 

38.6 

42.8 

45.7 

38.7 


12 

13 

14 

2 

15 

9 

1 

2 

3 

16 


492-523 
530-561 

C£0 COO 

596-608 

606-637 

627-637 

641-722 

740-823 

839-921 

1046- 

1077 


873 
875 


Cripto 
AdoHcvase 


Cripto growth factor 
S-adenosyl-I^homocysteine hydrolase 


0 047 
2.2e-68 


7.7 
222.4 


5 
1 


1051- 
1078 
81-217 


875 ' 
875 


AdoHcyase 

AdoHcyase_NA 

D 


S-adenosyl-L-homocysteine hydrolase 
S-adenosyl-L-homocysteine hydrolase, 


1.8e-55 
2.2e- | 
106 
0.023 


180.1 
363.6 

10.7 


2 
1 

1 


218-507 
267-428 

291-322 


875 
875 


TrkA-N 

GlutR NAD bin 
d 


TrkA-N domain 

Glutamyl-tRNAGiu reductase, jn j\u\jt ) 
bi 


0.086 
0.0058 


8.1 
11.9 


2 
1 


337-353 
47-77 


876 
877 


UO con 
Prominin 


Ubiquitin-conjugatine enzyme 
Prominin 


0 


1616. 
6 


1 


18-823 


877 

877 
878 


SPDY 

DUF705 
fibrinogen_C 


Domain of unknown function 
(DUF317) 

Protein of unknown function (DUF705) 
Fibrinogen beta and gamma chains, C-t 


0.15 

0.98 

7.6e-56 

7.6e-56 


6.5 

1.9 

190.6 

190.6 


1 

1 
1 
1 


80-93 

555-565 
146-382 
146-382 


879 
880 
881 
882 

883 
883 
883 
883 
884 
884 
884 
884 
884 
884 
884 
885 


fibrinogen_C 
fibrinogen_C 
DUF846 
DUF381 

TrpTyrperm 
aa permeases 
Pox 15 

serine carbpept 
pkinase 
CtsR 
pkinase 

Pox ser-thr kin 
Herpes UL3 
pkinase 
pkinase 
lectin c 


Fibrinogen beta and gamma chains, C-t 
Fibrinogen beta and gamma chains, C-t 
Eukaryotic protein of unknown functio 
Domain of unknown function 
(DUF381) 

Tryptophan/tyrosine permease family 
Amino acid permease 
Poxvirus protein 15 

oenne carDoxypcpLiuaac 

Protein kinase domain 

Firmicute transcriptional repressor o 

Protein kinase domain 

Poxvirus serine/threonine protein kin 

Herpesvirus UL3 protein 

Protein kinase domain 

Protein kinase domain 

Lectin C-type domain 


7.6e-56 

0.094 

0.48 

0.0026 
8.4e-32 
0.24 
0.41 
" 6.3e-09 
0.61 
1.3e-07 
0.31 
0.72 
0.00084 
2.1e-05 
9.9e-10 


190.6 

4.8 

4.4 

10.3 

115.8 

6.0 

2.3 

32.0 

3.9 

27.2 

3.8 

4.0 

13.7 

19.4 

40.5 


1 
1 
1 

1 
1 
1 
1 
1 
1 
2 
1 
1 
3 
4 
I 


146-382 
" 83-113 
" 29-35 

42-63 

48-371 

162-179 

378-398 

100-150 

146-157 

151-181 

165-176 

338-383 

444-495 

604-659 

47-107 
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TABLE 4B 



SEQ | Model 
ID 



Description 



886 spectrin 



Spectrin repeat 



887 spectrin 



Spectrin repeat 



888 Peptidase M20 Peptidase family M2Q/M25/M40 



889 sugar Jr 



889 I OctopineJDH 



Sugar (and other) transporter 



NAD/NADP octopine/nopaline 
dehydrogen 



889 | sugarjr 



890 I T4 feiodinase 



Sugar (and other) transporter 
Iodothyronine deiodinase 



891 | ig 



Immunoglobulin domain 



891 1 denso VP4 

892 1 brornodomain 



Capsid protein VP4 



Bromodomain 



892 I bromodomain 



Bromodomain 



892 Alpha, adaptin C Alpha adaptin AP2, G-terminal domain 



892 1 PhageJC 



Phage X family 



Eukaryotic translation initiation fee 



£ value 



0.4 



0.4 



5.2e-24 



0.11 



Score Repeats 



5.5 



5.5 



86.6 



0.26 



3.7e-08 



0.37 



8.5e-07 



0.38 



9.5e-45 



3e-40 



0.48 



5.5 



4.6 



28.6 



4.0 



28.3 



2.7 



1 



158.8 1 



143.5 12 



2.6 



0.97 



0.51 



1.2 



Position 



1042- 
1095 



1042- 
1095 



55-295 



47-103 



153-169 



201-335 



168-179 



55-127 



57-69 



63-152 



356-445 



395-407 
438-469 



473-559 
484-539 
515-529 
919-958 
197-216 
220-470 



Lipoprotein amino terminal i 
Herpes virus U44 protein 
Microfibril-associated g 
Viral A-type inclusion protein repeat 



893 OLF 

893 Phage_X 
893 | Peptidase__M10_ 
N 



Olfactomedin-iike domain 

Phage X family 

Matrix metalloprotease, N-terminal do 



Ferredoxin thioredoxin reductase cata 



0.61 
0.47 
0.82 
0.23 



.5_ 
1_ 
2.7 
7.6 



4.6e- 
121 
0.57 
0.86 



412.4 
2.1 



0.96 



2.3 



362-389 
373-383 



377-393 



894 1 kazal 



Kazal-type serine protease inhibitor 



1.7e-10 



EFhand 



2.2e-05 



23.3 I 1 



178-206 



Immunoglobulin domain 



6.4e-06 



895 1 aminotran_l_2 



Immunoglobulin domain 
Streptomyces sporulation and cell div 
Aminotransferase class I and II 



2e-09 
0.35 
7.5e-20 



38.2 I 2 
5.9 1 
71.8 I 1 



354-414 
541-549 
81-257 
158-178 



895 | DegT_DnrJ_Bry 
CI 



DegT/DnrJ/EryC 1/StrS 
aminotransferase 



895 I TPP_enzymes_C 



I Thiamine pyrophosphate enzyme, C- 
tenn 



0.35 



896 LIM 



LIM domain 



9.9e-09 



32.9 1 



896 LIM 



LIM domain 



2e-13 



49.7 



896 LIM 



LIM domain 



5.3e-19 



69.5 



1 896 DUF866" 
896 'LIM 



Eukaryotic protein of unknown functio 



0.035 



7.5 



24-80 



83-134 



153-209 



178-199 



| LIM domain 



7.5e-07 



896 I VHP 



897 1 LytTR 
897 I COX4 



Villin headpiece domain 



4.6e-25 



77.5 I 1 



LytTr DNA-bindinfi domain 



0.051 



9.5 



Cytochrome c oxidase subunit IV 



897 



I Protein kinase domain 



0.61 
2.9e- 



4.7 



1 



349.9 1 



102 



897 TMP 



! TMP repeat 



0.37 



8.0 



898 PCX 



Doublecortin 



1.4e-12 



44.7 1 



898 I LytTR 



LytTr DNA-binding domain 



0.051 



9.5 



898 I COX4 



Cytochrome c oxidase subunit IV 



0.61 



4.7 



1 



898 I pkinase 



Protein kinase domain 



2.9e- 
102 



349.9 1 



538-573 



14-49 



188-207 



356-613 



579-589 



130-194 



201-236 



375-394 



543-800 
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Model 



elutaredoxin 



GST N 



ArsC 



GST C 



Collage 



TOBE 



BRCT 
BRCT 
Sec6 
BRCT 



Description 



£ value I Score Repeats 



Glutaredoxin 



0.0052 12.1 



m.rf^i nne S-transferase, H-terminal 0.053 — 194 



ArsC family. 



0.59 



4.8 



Tn^W^ S-transferase, C-terminal 0.00013 17.6 



Herpesvirus UL21 



Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 



CI q domain 
TOBE domain 



BMRF2 



BMRF2 protein 
BRCA1 C Terminus (BRCT) domain 
RRf!A l C Terminus (BRCT) domai n 

_. complex component Sec6 

BRCA1 C Terminus (BRCT) domain 



BRCT 
BRCT 
RinB 
BRCT 



BRCA1 C Terminus (BRCT) domain 
BRCA1 C Terminus (BRCT) do main^ 
. ,>tional activator RinB 
BRCA1 C Terminus (BRCT) domain 



0.98 
2.4e-05 



0.3 
22.3 



1.5e-07 30.6 



2.9e-72 
0.5 



250.2 
6.3 



0.042 
5.9e-09 
1.4C-2 5 
0.71 
7.8e-18 



12 

31.4 

87.3 

2.3 

61.3 



5.7e-19 
2.3e-1 8 
0.33 
0.028 



65.1 
63.0 
5.4 
9.0 



101-154 



102-152 



105-131 
278-370 



301-329 



27-60 
61-106 



116-241 
207-226 



8-26 
10-93 
96-183 
367-395 
479-570 



579-652 
737-823 
796-847 
846-881 
924-936 



Coat A 



Phage Coat Protein A 



BRCT 



BRCA1 C Terminus (BRCT) domain 



0.82 
5.9e~09 



3.9 
31.4 



PhageJC 
2QG-FelI Oxy 
LRR 
LRRCT 



Phage X famil> 
20G-Fe(II) oxygenase su 

Leucine Rich Re. 

Leucine r ich repeat C -terminal do main 



0.71 
0.27 
0.0001 
4.3e-13 



16-41 
195-273 
4-27 
37-83 



UPF0118 



Domain of unknown function DUF20 
Immunoglobulin domain 



7.9e-06 



COX17 



Cytochrome C oxidase copper 
chaperc 



0.68 



24.7 
3.6 



TB2_DP1_HVA 

22 



TB2/DP1, HVA22 family 



3.8e-34 123.6 



ELM2 
LRRNT 



ELM2 domain 



0.53 
0.00068 



52 



25-79 



182-195 



99-124 



T^iicine rich repeat N-terminal domain 



LRR 



Leucine Rich Repeat 



8.7e-05 1 18.9 



Sal vir VRP3 



SMmonellavinilence-associated28kDa 1 



3.8 



LRR 



Leucine Rich Repeat 



0.00012 1 18.4 



LRR 



Leucine Rich Repeat 



0.0034 1 13.5 



LRR 



Leucine Rich Repeat 



4 



LRRCT 



BON 



lyaseJN 

An_peroxidase 



Leucine rich repeat C-terminal domain 
Immunoglobulin domain 
Immunoglobulin domain 
Immunoglobulin domain 
Trans port-associated domain 
Immunoglobulin domain 
Pectate lyase, N terminus 
Animal haem peroxidase 



2.3e-15 
1.3e-08 
3.8e~09 
0.000 83 
0,14 
2.8e-0 8 
0,19 
Lie- 
193 
0.53 



48.2 
35.1 
37.1 
17.1 
7.1 
33.9 
3.9 
653.6 



51-74 



64-88 



75-98 



99-122 



123-146 



156-208 
224-283 
320-376 
416472 
477489 
533-590 
670-67 6 
770- 
1309 



PAL 



Phenylalanine and histidine ammonia-1 



1037- 
1054 
1101- 
1109 



7tm 1 



7 transmembrane receptor (rhodopsin f 0.22 



Peptidase_Cl 



Papain family cysteine protease 



0.76 



PetG 



Cytochrome B6-F complex subunit 5 0.5 1 



5.7 



1194- 
1211 



1245- 
1278 
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ID 
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Repeats 


Position 


908 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 




1257- 
1270 


908 


TILa 


TlLa domain 


0.00018 


16.9 




143&- 
1477 


908 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 




1439- 
1470 


908 

909 
909 
909 
909 
909 
909 


vwc 

LRRNT 
LRR 

Sal vir VRP3 

LRR 

LRR 

LRR J 


von Willebrand fector type C domain 

Leucine rich repeat N-terminal domain 
Leucine Rich Repeat 
Salmonella virulence-associated 28kDa 
Leucine Rich Repeat 

Leucine Rich Repeat 

Leucine Rich Repeat 


2e-10 

0.00068 
8.7e-05 
1 

0.00012 
0.0034 
9.9e-06 
2.3e~15 


38.0 

15.2 

18.9 

3.8 

18.4 

13.5 

22.1 

48.2 




1439- 

1494 

54-80 

82-105 

95-119 

106-129 

130-153 

154-177 


909 
909 
909 
909 
909 
909 
909 


LRRCT 

ig _j 

ifi 

ig 

BON 

iff 

pec lyase N 
An neroxidase 


Leucine rich repeat C-terminal domain 
Immunoglobulin domain 
Immunoglobulin domain 
Immunoglobulin domain 
Transport-associated domain 
Immunoglobulin domain 
Pectate lyase, N terminus 
Animal haem peroxidase 


1.3e-08 

3.8e-09 

0.00083 

0.14 

2.8e-08 

0.19 

l.le- 

193 


35.1 

37.1 

17.1 

7.1 

33.9 

3.9 

653.6 




255-314 

447-503 

508-520 

564-621 

701-707 

801- 

1340 




PAL 


Phenylalanine andhistidine ammonia-1 


0.53 


2.6 




1068- 
1085 


909 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




1132- 
1140 


909 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 




1225- 
1242 


909 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 




1276- 
1309 


909 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 




1288- 
1301 


909 


TELa 


TILa domain 


0.00018 


16.9 




1469- 
1508 


909 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 




14/U- 

1501 


909 


vwc 


vrkn Willphrand factor tvoe C domain 


2e-10 


38.0 




1470- 
1525 


910 


LRRNT 


Leucine rich repeat N-termmal domain 


0.00068 


15.2 






910 


LRR 


Leucine Rich Repeat 


8.7e-05 


lO A 

lo.y 




51-74 
75-98 4 


910 


LRR 


Leucine Rich Repeat 


0.00032 


17.0 






910 
910 


LRR 
LRR 


Leucine Rich Repeat 
Leucine Rich Repeat 


0.025 
0.00069 


10.6 
15.8 




19^ 1 Afy 


910 
910 


*S 


Immunoglobulin domain 

Immunoglobulin domain 


1.3e-08 
3.8e-09 
0.00083 


35.1 
37.1 
17.1 




201-260 
297-353 
393-449 


910 
910 


BON 


Immunoglobulin domain 
Transport-associated domain 


0.14 


7.1 




45^466 


910 




Immunoglobulin domain 


0.47 


6.8 




" 514-532 


910 


An_peroxidase 


Animal haem peroxidase 


l.le- 
193 


653.6 




" 663- 
1202 


910 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 




930-947 


910 


7tra_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




994- 
1002 
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SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


910 


Pepudase_Cl 


Papain family cysteine protease 


0.76 


2.1 




1087- 
1104 


910 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 




1138- 
1171 


910 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 




1150- 
1163 


910 


TILa 


TILa domain 


0.00018 


16.9 




1331- 
1370 


910 


PSP94 


Beta-microsemmoprotein (PSP-94) 


0.11 


8.0 




1332- 

1 303 


910 

911 
911 
911 
911 
911 
911 


vwc 

EGF 
EGF 
EGF 
EGF 
EGF 

laminin EGF 


von Willebrand factor type C domain 

ROF-like domain 
EGF-like domain 
EGF-like domain 
EGF-like domain 
EGF-like domain 

Laminin EGF-like (Domains III and V) 


2e-10 

0.059 

0.0036 

4.9e-08 

4.2e-10 

0.00083 

0.014 


38.0 

9.8 

14.2 

31.7 

39.2 

16.5 

10.8 


2 
3 
4 
5 
6 
3 


1332- 

1387 

47-59 

85-99 

106-134 

172-203 

210-245 

216-247 


911 
911 
911 
911 
911 
911 
911 

911 
911 
911 


laminin G 
laminin G 
DUF604 

lamininG 

EGF 

EGF _] 
DUF1067 

laminin G 
Melibiase 
lamininG 


Laminin G domain 

Laminin G domain 

Protein of unknown function, DUF604 

Laminin G domain 

ROF-like domain 
EGF-like domain 
Protein of unknown function 

/Til TP1 fV\T\ 

Laminin G domain 
Melibiase 

Laminin G domain 


0.0021 

0.018 

0.84 

0.22 

9.9e-ll 

0.43 

0.79 

1.9e-05 

0.9 

0.075 


12.5 

9.3 

2.9 

5.5 

41.5 

6.7 

3.0 

19.6 

2.3 
7.2 


1 

2 
1 
3 
7 
8 
1 

4 
1 

5 


275-335 
386-401 

inn /til 

483-541 
574-605 
611-632 
614-628 

663-728 
740-755 

/ /3-/oo 


911 
911 
911 
911 
911 


EGF 
DSL 
EGF 
EGF 
DSL 


EGF-bke domain 
Delta serrate ligand 

EGF-like domain 
Delta serrate ligand 


2.2e-09 

0.44 

6.4e-06 

0.71 

0.67 

3e-06 


36.6 

4.8 

24.1 

5.9 

4.2 

25.3 


9 

2 

10 

11 

4 

12 


QOO QZA 

861-892 
901-933 
923-933 


911 
913 
913 


EGF 

Omega- atracot ox 
M 


EGF-like domain 
Omega-atracotoxin 
M protein repeat 


0.43 
0.28 


3.7 
8.8 


1 

1 


*JA AA 

146-166 


913 


UPF0137 


Uncharacterised protein family (UPF01 


0.04 


7.4 


1 


3ZZ-34/ 


914 


Rlla 


Regulatory subunit of type II PKA R-s 


le-14 


54.8 


1 


ZD-Ox 


914 


SURF6 


Surfeit locus protein 6 


0.027 
7.2e-31 


7.2 
112.5 


1 
1 


42-113 


914 
914 


cNMPJ>inding 

RNA_jx>l_Rpb2_ 

4 


Cyclic nucleotide-binding domain 
RNA polymerase Rpb2, domam 4 


0.28 


6.2 


1 


1 SM 1 Ol 


914 


cNMP binding 


Cvchc nucleotide-binding domain 


9.4e-32 


115.7 


2 


1*7A_*KA 

Z/U-304 


914 


MethyltransfJ 


6-O-methylguanine DNA 
metnyltranslera 


0.64 


4.3 


1 


325-3 J / 


915 


DIL 


DIL domain 


1.8e-40 


144.6 


1 


214-323 


915 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


1.7e-14 


52.8 


1 


555-639 


916 


PLAT 


PLAT/LH2 domain 


9.8e-32 


109.3 


1 


2-111 


916 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 


1 


121-647 


916 


DUF181 


Uncharacterized ACR, COG 1944 


0.81 


2.4 


I 


247-258 


916 


PG binding^l 


Putative peptidoglycan binding domain 


0.5 


5.6 


1 


420-436 
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E value 



916 



Dus 



Dihydrourid ine s ynthase (Pus) 



0.18 



917 
917 



PLAT 

lipoxygenase 



PLAT/LH2domam_ 



. 9.8e-32 



Lipoxygenase 



1 T„rh ara cterized ACR, COG1944 



0.81 
9.8e-32 



Score 



Repeats I Position 



4.6 



109.3 



2.4 
109.3 



604-647 



_2-lll 
112-293 



220-231 
2-111 
121-322 
249-260 



PLAT/LH2 domain 



(oxygen ase 
DUF181 



Lipoxygenase . 

Uncharacterized ACR, COG 1944 



TFIIS 



Transcription factor S-D (TFIIS) 



2.7e-5 7 
0.81 
1 



194. 3 
2.4 



4.6 



DUF536 
FCH 
DS 



Protein of unknown function, DUF536 
1 Fes/CIP4 homology domain 



Deoxyhypusine synthase 



0.53 



2.5 



SH3BP5 



Aa trans 



I SH3 domain-binding protein 5 

I (SH3BP5) 

Transmembrane amino acid transporter 



0.097 



6.5 



472.5 



Herpes U47 Herpesvirus glycoprotein U47 



1.1 



Omega-atracotox Omega-atracotoxin 



0.35 



4.0 



DUF588 



Domain of unknown function 
(DUF588) 



038 



5.1 



GSPH F 



Bacterial type II secretion system pr 
Predicted permease 



0.46 



3.6 



0.35 



5.4 



BGF-like domain 



0.024 
1.3e-06 



5-15 



214-251 
259-278 



21-36 
82-102 



168-184 



425-444 



438-455 



454-523 



42-57 
60-88 



EGF 
EGF 



EGF 



EGF-like domain 
EGF-like domain 



1.2e-09 1 37.5 



Cripto 



Cripto growth factor 



0.86 



3.4 



laminin EGF 



1/5 32 60.. 2 43 



0.025 



9.9 



EGF 



EGF-like domain 



5.5e-07 I 27.9 



EGF 



EB 



1 EGF-like domain 
I EB module" 



le-10 



41.4 



0.26 



5.4 



EGF EGF-like domain . 

DIJF99 0 Protein of unknown function (DUF990) 

MARVE L I Membrane-associating do main 



0.15 



5.8 



PAP2 



PAP2 superfarnily 



0.88 



3.7 



Colicin V Colicin V production protein 



0.98 



3.5 



Omatin 



PP1 inhibitor 



I Omatin 

1 PKC-activated protein phosphatase- 1 i 



0.59 



4.7 



0.78 



22 



ank 



Ankyrin repeat 



0.011 



12.7 



LRRNT 



Leucine rich repeat N-terminal domain I 0.39 



6.0 



DUF6 



DUF6 



Integral m embrane protein DUF6 

— 1 T^T TU£. 



0.00023 1 18.9 



Integral membrane protein DUF6 



7e-05 



endotoxin 



delta endotoxin 



0.85 



20.9 
2.3 



Lipoprotein_8 Hypothetical lipoprotein (MG045 famil 0J 



1.1 



Peptidase_M24 
DUF120 



metallopeptidase family M24 
Domain of unknown function DUF120 



2.2e-70 
0.089 



Neurexophilin I Neurexophilm 



2e-258 



244.0 

7.1 

804.9 



NnrS protein 



0.47 
7.3e-19 



3.0 



95-128 



106-130 



135-171 



178-209 



183-209 



305-333 
311-334 



315-336 



125-132 



423-439 



142-167 



66-86 



86-129 
180-277 



65-79 
88-326 
169-180 



3-308 



8-21 
13-68 



NnrS 
L27 



L27 domain 



69.4 
2.9 



938 



Not3 



Notl N-terminal domain, CCR4-Not [ 0.95 



938 



PDZ 



I PDZ domain (Also known as DHR or 
GLGF 



CDC50 
DUFIO0 



LEM3 (ligand-eflect modulator 3) tamjl l. l 21 - 

Protein of unknown function DUF100 1 0.2 I 4.1 



159-174 
175-188 
28-146 



939 



DIE2 ALG10 I D1E2/ALG10 family 



7.6e-72 1 248.9 
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ID 
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Ejalue 


Score 


Repeats 


Position 


945 


TH1 


THl protein 


0.91 


0.2 


1 


640-653 


945 


SP2 


Structural protein 2 


0.42 


1.1 


1 


950-968 


945 


zf-B box 


B-box zinc finger 


0.12 


9.1 


1 


1020- 
1035 


945 


zf-MYND 


MYND finger 


5.3e-ll 


35.7 


1 


1023- 
1057 


946 


PHD 


PHD-finger 


3.4e-14 


45.7 


-j 


90-133 


946 


bromodomam 


B romodomain 


5.4e-12 


44.0 




154-240 


946 


PHD 


PHD-finger 


0.61 


3.9 




265-277 


046 


PWWP 


PWWP domain 


6.3e-10 


36.2 


i 


274-317 


946 


GatB 


PET1 12 family, C terminal region 


0.64 


5.1 


i 


293-308 


946 


TH1 


THl protein 


0.91 


0.2 


i 


645-658 


946 


SP2 


Structural protein 2 


0.42 


1.1 


i 


955-973 


946 


zf-B box 


B-box zinc finger 


0.12 


9.1 


i 


1025- 
1040 


946 


zf-MYND 


MYND finger 


5.3e-ll 


35.7 


- x 


1028- 
1062 


947 


Urotensin II 


Urotensin II 


0.36 


5.4 


i 


362-372 


947 


m2 


Fibronectin type II domain 


0.55 


3.5 


_j 


363-371 


950 


^ vi mimwv — ' 


P'utative ATPase subunit of terrninase 


0.87 


0.7 




7-20 


950 


ion trans 


Ion transport protein 


3.9e-08 


29.8 


-j 


345-518 


o^n 

yju 


<3irR 
oiro 


Invasion aene exnression iTD-reEllIator 


0.2 


6.0 




350-366 


950 


Pept Cl-like 


Peptidase Cl-like family 


0.88 


1.2 


J 


549-569 




JDJV CD2UIHCl_il 


Calriiim-artivated RK notassilim 


5.1e-07 


22.5 




598-702 






f!HC2 zinc fin per 


0.76 


4.9 




739-769 




A lr*fti» nHantin C* 
x\l \Jl la auay uu_v 


Alpha adaptin AP2, C-terminal domain 


6.31 


3.1 


I 


894-900 






Carbamoyl-phosphate synthetase large 


0.72 


l.l 


1 


1086- 
1098 




XK\C channel a 


Calcium-activated BK potassium 
channe 


0.029 


5.8 




1132- 
1171 


951 


Pep M12B_prop 
eo 


Reprolysin family propeptide 


3.2e-37 


116.5 


1 


80-198 


951 


^ 

Reprolysin 


Reprolysin (M12B) family zinc metallo 


l.le-88 


304.8 


1 


210-409 


951 


Fragilysin 


Fraejlvsin metallopeptidase (M10Q en 


0.28 


3.8 


1 


342-355 


951 


Peptidase M46 


Pregnancy-associated plasma protein-A 


0.056 


5.5 


1 


345-355 


951 


disintegrin 


Disintegrin 


1.7e-39 


134.2 


1 


426-501 


951 


EGF 


EGF-like domain 


0.95 


5.4 


1 


631-654 


953 


ank 


Ankyrin repeat 


4.4e-06 


24.9 


1 


151-179 


953 


ank 


Ankyrin repeat 


6.9e-09 


35.0 


2 


183-215 


953 


ank 


Ankyrin repeat 


0.15 


8.6 


3 


216-248 


953 


ank 


Ankyrin repeat 


9.7e-10 


38.0 


4 


250-282 


953 


ank 


Ankyrin repeat 


0.00014 


19.5 


5 


283-328 


953 


LolA 


Outer membrane lipoprotein carrier pr 


1 


3.0 


1 


309-332 


953 


ank 


Ankyrin repeat 


3.8e-08 


32.3 


6 


329-361 


953 


ank 


Ankyrin repeat 


0.49 


6.8 


7 


362-394 


954 


interferon 


interferon alpha/beta domain 


7.5e-42 


144.5 


1 


16-105 


955 


ShTK 


ShTK domain 


0.46 


4.9 


1 


67-74 


955 


NADHdh 


NADH dehydrogenase 


0.84 


3.4 


1 


123-142 


956 


adh short 


short chain dehydrogenase 


7.6e-27 


92.5 


1 


31-137 


956 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


0.059 


5.9 


1 


70-87 


956 


Pexl4_N 


Peroxisomal membrane anchor protein 
( 


0.21 


5.0 


1 


95-105 
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E_vahie 


Score 


Repeats 


Position 


956 


CitF 


Citrate lyase, alpha subunit (CitF) 


0.99 


1.7 


1 


124-133 


956 


adh short 


short chain dehydrogenase 


o.2e- 1 1 


37.7 


2 


138-188 


957 


thiored 


Thioredoxin 


l 


A A 

4.4 






957 


Evrl Air 


Ervl/ Air family 


5.1e~17 


62.5 


i 


354-441 


957 


GAF 


GAF domain 


0.48 


5.6 


1 


380-401 


957 


TFIIS 


Transcription factor S-H (TFIIS) 


0.14 


7.6 


1 


394-406 


958 


acid__phosphat 


Histidine acid phosphatase 


6.4e-36 


125.6 




32-179 


958 


acid__phosphat 


Histidine acid phosphatase 


8.5e-24 


83.0 


2 


205-381 


958 


NicO 


High-affinity nickel-transport protei 


0.99 


2.9 




398-416 


959 


serpin 


Serpin (serine protease inhibitor) 


8.5e- 
197 


663.9 


1 


1-329 


960 


serpin 


Serpin (serine protease inhibitor) 


6.8e-87 


295.8 




45-191 


960 


serpin 


Serpin (serine protease inhibitor) 


L7e- 
116 


396.7 




192-397 


961 


serpin 


Serpin (serine protease inhibitor) 


1.6e-63 


216.1 


\ 


45-158 


961 


serpin 


Serpin (serine protease inhibitor) 


5e-139 


472.0 




159-397 


962 


serpin 


Serpin (serine protease inhibitor) 


4.5e- 
151 


512.0 




45-300 


962 


Molydop_bindin 
B 


Molydopterin dinucleotide binding 
dom 


0.89 


4.1 


1 


289-309 


962 


serpin 


Serpin (serine protease inhibitor) 


4.9e-56 


190.5 




301-397 


963 


OprB 


Carbohydrate-selective porin, OprB fa 


0.047 


6.5 


1 


16-33 


963 


Alliinase C 


Allinase, G-terminal domain 


0.63 


4.1 


1 


45-58 


963 


Adeno E1A 


Early El A protein 


0.33 


2.4 


1 


237-251 


964 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


2.4e-47 


148.0 




1 12-220 


964 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


1.9e-96 


330.6 


1 


232-426 


964 


Astacin 


Astacin (Peptidase family M12A) 


0.21 


5.0 


1 


366-380 


964 


Phi 1 


Phosphate-induced protein 1 conserved 


0.51 


3.3 


1 


414-426 


964 


disintegrin 


Disintegrin 


5.8e-23 


78.5 


!. . . 


444-517 


964 


CBM_10 


Cellulose or protein binding domain 


0.47 


6.8 


1 


481-499 


964 


EGF 


EGF-like domain 


0.21 


7.8 




664-693 


965 


Uteroglobin 


Uteroglobin family 


6.6e-09 


29.8 


1 


1-88 


966 


7tm 2 


7 transmembrane receptor (Secretin fa 


0.96 


2.6 


1 


19-38 


966 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


2.2e-93 


315.4 


1 


48-483 


966 


El 


Papillomavirus helicase 


0.36 


A 1 

4.3 


J 


n£. ao 1 

76-92 


966 


PLRV ORF5 


Potato leaf roll virus readthrough pr 


0.72 


1.0 




\ai \a\ 
143- lol 


966 


Nicastrin 


Nicastrin 


a /rc 

0.65 


1.6 


J 


146-171 


966 


DUF462 


Protein of unknown function, DUr462 


A 

0.55 


A T 

4./ 


1 


0*71 inn 


966 


Adeno E3B 


Adenovirus E3B protein 


0.7 


3.o 


1 


yinc cm 
4*0002 


967 


Clq 


Clq domain 


C. 1 «. A A 

0.1e-44 


loo.l 


i 


/3-ZUZ 


A£0 


Ornatin 


Ornatin 




A Q 
4.8 




no ia/c 


969 


Omatin 


Omatin 


0.55 


4.8 


i 


134-141 


yv>y 


opO/ 


Spo7-like protein 










969 


MARVEL 


Membrane-associating domain 


0.37 


4.5 




487-526 


969 


DUF202 


Domain of unknown function DUF 


0.23 


5.7 




493-518 


970 


ig 


Immunoglobulin domain 


0.0038 


14.6 




41-124 


970 


ig 


Immunoglobulin domain 


0.00023 


19.2 




163-230 


970 


Gag p30 


Gag P30 core shell protein 


3.6e-08 


28.0 




452-491 


970 


zf-CCHC 


Zinc knuckle 


8.8e-07 


27.8 




523-540 


971 


Prefoldin 


Prefoldin subunit 


0.66 


5.0 




179-206 


971 


Seryl_tRNA_N 


Seryl-tRNA synthetase N-terminal 
doma 


0.92 


5.7 




179-196 
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IP 


Model 


Description 


E_valne 


Score 


Repeats 


Position 


971 


Adeno PLX 


Adenovirus hexon-associated protein ( i 


0.12 


6.6 


i 


181-203 


971 


pentaxin 


Pentaxin family 


2.3e-26 


91.1 




302-464 


071 
y 1 1 


Avirulence 


Xanthomonas avirulence protein, Avr/P 


0.07 


3.6 


1 


439-453 


972 


ArsA ATPase 


Anion-transporting ATPase 


0.87 


2.4 


1 


59-69 


072 


TSPN 


Thrombospondin N-terminal -like 
domai 


0.88 


2.7 


1 


223-255 


972 


RHS repeat 


RHS Repeat 


0.00085 


15.6 


2 


239-266 


972 


RHS repeat 


RHS Repeat 1 


6.6e-05 


19.5 


4 


314-367 


973 


bZIP 


bZIP transcription factor 


0.00024 


17.2 


1 


623-686 


973 


integrase_DNA 


DNA binding domain of tn916 
integrase 


0.38 


6.3 


1 


657-693 


973 


CarD TRCF 


CarD-like/TRCF domain 


0.54 


4.5 




708-728 


974 


WD40 


WD domain, G-beta repeat 


0.05 


9.9 


i 


2-27 


974 


DUF596 


Protein of unknown function, DUF596 


0.84 


3.7 


1 


63-76 


974 


WD40 


WD domain, G-beta repeat 


0.29 


7.2 




76-109 


974 


denso VP4 


Capsid protein VP4 


0.81 


1.5 


1 


355-364 


974 


TPR 


TPR Domain 


0.1 


9.1 


1 


742-767 


974 


Paramyxo C 


Paramyxovirus non-structural protein 


0.74 


2.8 


1 


784-800 


974 


Xvlose isom 


Xylose isom erase 


0.4 


3.2 


1 


796-811 


974 


TPR 


TPR Domain 


0.083 


9.4 




962-990 


074 

y t*t 


U-box 


U-box domain 


0.036 


6.5 


1 


1294- 
1308 


975 


cofilin ADF 


Cofilin/tropomyosin-type actin-bindin 


0.97 


4.0 


1 


6-18 


975 


Phage CII 


Bacteriophage CD protein 


1 


3.9 


1 


229-243 


975 


ion trans 


Ion transport protein 


0.0048 


11.5 


1 


247-408 


975 


Sarcolipin 


Sarcolipin 


0.56 


5.3 


1 


362-390 


976 


cofilin ADF 


Cofilin/troDomYosin-type actin-bindin 


0.97 


4.0 


1 


6-18 


976 


PhageCH 


Bacteriophage CII protein 


1 


3.9 


1 


303-317 


976 


ion trans 


Ion transport protein 


0.0048 


11.5 




321-482 


976 


Sarcolipin 


Sarcolipin 


0.56 


5.3 


1 


436-464 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.083 


11.8 


\ 


4-27 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.00081 


19.9 




108-131 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.07 


12.1 


1 ' 


162-185 


977 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.45 


3.1 




238-248 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.28 


9.7 


± 


439-462 


077 


7f-T2H2 


Zinc fineer. C2H2 type 


0.0026 


17.9 




600-623 


977 


zf-C2H2 


Zinc finger, C2H2 type . 


0.047 


12.8 




886-908 


077 




Zinc fineer C2H2 tvoe 


0.66 


8.2 


11 


1030- 
1053 


077 

y 1 1 


7f-C2H2 


Zinc finger, C2H2 type 


0.025 


13.9 


14 


1265- 
1288 


077 
y 1 1 


oUCl 1\J A 1 l/d 


Adenoviral fibre protein (knob domain 


0.076 


3.5 


1 


1349- 
1357 


077 




16/34 1369 1392.. 1 24 


0.023 


14.1 


17 


1470- 
1493 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.031 


13.5 


19 


1577- 
1600 


977 


zf-C2H2 


16734 1369 1392.. 1 24 


0.022 


14.1 


20 


1660- 
1683 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0044 


16.9 


23 


1892- 
1914 


977 


zf-C2H2 


16734 1369 1392.. 1 24 


0.41 


9.0 


24 


1968- 
1990 


977 


DC1 


DC1 domain 


0.68 


4.3 


2 


2049- 
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SEQ 
ID 


Model 


Description 


B_valne I 


Score 


Repeats 


Position 

2UOH 


977 


zf-C2H2 


16/34 1369 1392 1 24 


0.0039 j 


17.2 


25 


2051- 
20/3 


977 


zf-C2H2 


16734 1369 1392.. 1 24 


0.0014 


18.9 


26 


2085- 
210/ 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0094 


15.6 


27 


2114- 
213/ 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 j 


0.041 


13.0 


28 


2143- 
2 loo 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 j 


0.033 


13.4 


30 


2280- 
23U3 


977 


TFIID-31 


Transcription initiation factor UD, 


0.28 


5.7 


1 


2300- 

Z310 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.14 


10.9 


31 


2314- 
233o 


977 


zf-C2H2 


16734 1369 1392.. 1 24 j 


0.0018 


18.6 


32 


2360- 
2382 


977 


zf-C2H2 


16/34 1369 1392 .. 1 24 


0.016 


14.7 


33 


2388- 


977 


Histone_JHNS 


H-NS histone family , 


0.85 ! 


4.7 


1 


2423- 
2434 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


3.6e-05 


25.4 


"34 


2474- 
z*fyo 


977 

980 
980 


PdxA 

IGFBP 
kazal 


Pyridoxal phosphate biosynthetic prot 

Insulin-like growth factor binding pr 
Kazal-type serine protease inhibitor 


0.41 

0.017 
9.3e-07 


4.2 

10.0 
29.4 


1 

1 
1 


2540- 
2561 
24-56 
71-117 


980 
980 
980 


trypsin 

LSM 

DUF771 


Trypsin . 

LSM domain 

Domain of unknown function 
(DUF771) 


4.2e-24 

0.27 

0.21 


74.5 

7.4 

5.2 


1 
1 
1 


167-326 
186-209 
307-322 


980 

981 

981 

981 

981 

981 

984 

984 

985 

985 

986 

987 

987 

988 

988 

990 

990 

990 

991 

991 

992 

992 


PDZ 
asp 

trans reg C 

_^P 

asp 
asp 

Zn carbOpept 
APC basic 
Zn carbOpept 
APC basic 
NifU N 
SNF7 

Glyco tran 28_C 
Kzl 

UPAR LY6 

zf-C2H2 

zf-C2H2 

zf-C2H2 

pkinase 

Glyco hydro_15 

Prefoldin 

spectrin 


PDZ domain (Also known as DHR or 
GLGF 

Eukaryotic aspartyl protease , 

Transcriptional regulatory protein, C 

Eukaryotic aspartyl protease 

Eukaryotic aspartyl protease 

Eukaryotic aspartyl protease 

Zinc carboxypeptidase 

APC basic domain 

Zinc carboxypeptidase 

APC basic domain 

NifU-like N terminal domain 

SNF7 

Glycosyltrarisferase family 28 C-termi 
T innnrntem Rzl Drecursor 
u-PAR/Ly-6 domain 
Zinc finger, C2H2rype 

Zinc finger, C2H2 type 

Zinc finger, C2H2 type 
Protein kinase domain 
Glycosyl hydrolases family 15 
Prefoldin subunit 
Spectrin repeat 


7.1e-14 

6.6e-35 
0.019 
1.8e-23 
0.0003 
1.7e-48 
1.2e-76 
0.53 
1.2e-76 
0.53 
1.7e-80 
6.6e-65 
0.71 
0.92 
6.4e-06 
0.00035 
0.012 
0.0039 
3.2e-90 
0.18 
0.12 
1 0.00067 


50.6 

123.8 
11.1 
83.1 
14.7 
171.3 
259.4 
2.7 
259.4 
2.7 
277.6 
225.8 
3.8 
4.2 
29.8 
21.4 
15.2 
17.1 
309.9 
4.4 
7.6 
1 15.0 


1 

1 

1 

2 

3 

4 

1 

1 

1 

1 

1 

1 

1 

1 

1 

1 

2 

3 

I 

1 

1 

1 


332-427 

19- 112 

27- 55 
165-239 
240-268 

' 295-421 
48-249 
279-292 
48-249 
279-292 

" 34-160 
108-277 
171-201 
1-35 

28- 110 
53-78 
87-114 
120-144 

20- 312 
472-522 
5-44 
59-121 
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hooT 


NAC 
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Model 



1009 



SH3 



1010 



BromoCP_ 



Description 



SH3 domain 



Bromovirus coat protein 



E_value 

5.8e-12 



0.16 



1011 



1011 



ig 



Immunoglobulin domain 



1011 



1011 



ig 



1011 
1011 



| Immunoglobulin domain 

Immunoglob ulin domain 
Imm.mn ^obulin domain 
■ Immunoglobulin domain 



. I ■TiiiniimiH.wuA^ _ — 



0.004 



5.5 



3.9c-05 



3.7e-10 



0.0018 
3.7e-08 



0.018 



1011 
1011 



OapA 



O pacity-associated protein A_ 



ig_ 



1 Immunoglobulin domain 



1011 



1013 



ig 



densoVP4_ 



efhand 



[ Immunoglobulin domain 

| Capsid protein VP4 . 



EF hand 



1015 



COX17 



1015 



PCRF 



1016 



1016 



i 1016 



1017 

Ton 



Cytochrome C oxidase copper 

chaperone - 

EF hand 
EF hand 

j PCRF domain pr^- 
[Domain of un sown junction DUF21 

I fam 



Flavodoxin_2 



UPF0061 



UPF0061 
UPF0061 



yiayndoxin-li ke fold - 
Staacleri^^ 



.44 



.0012 



.7e-07 



0.23 



2.8e-08 



14.6 1 



22.1 



40.9 



7.9 



2.4 



16.6 



28.5 



3.4 



0.42 



0.0033 



8.5e-05 
043^ 
0.18 _ 
5e-09 
3.9e-74 



0.66 
1.2e-05 



33.9 



4.2 



15.3 



2U 
6.1_ 
6.4 
36.7 
256.4 



i_3_ 
1 

[T 
i 



Te^39 I 140.9 I 1 



881-938 



1-12 



27-45 



80-148 

J83^42 

281-342 



379-440 
396-452 



405^27 



474-535 



570-634 



166-185 
29-57 



54-61 



65-93 



102-130 
129-145 
134-158 
138-1 66_ 
2-279 



373-388 
403-444 



119-253 



431-611 
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SEQ 
ID 



Model 



I Description 



104j H tsp_ 3 



1040" TSPC 



ThrombospoP ^ type 3 repeat 

^Thrombospondin Oterminal region 



1040, 
1042 



Mndl 



Mndl family 



sodcu 



T042jDapB2- 



l042 1 PTR2 



Copper/zinc superoxide dismutase 

fSOD — 

| DihvdrodipicoHnate reductase, Cje rm 



[ POT family 



r PTR2 
| Adeno P1X 



1043 Prf UBP 



1043 DUFlUUu" 



1043 I Drf FH3 



I POT family - — —7-7 

[ ^enovi rusjig^ protemj 
hbiaphanous GTPase-binding Domain 
Domain of Unknown Function 

(DUF1000) 



-™ bZI p bZIP trans cription factor 



Dia phanous FH3 Domain 
S-antigen protein 



1043 bZIP 
"1043 1 eRFl_l _ 



1043 1 CHASE3 



eRFl domain 1 _ 
CHASE3 domain 
1/4 449 468 ." 



4 23 



1ft<r PnT A typ. 1/4 449 4fi».. g ~ - 



1043 1 DUF387 



1043 



rPutative transcriptiopal regulatory 
em p24/gp25L/p24 family 



1043 



1044 I KRAB 
1044 1 zf- C2H2~ 



1044 XPAJSI 



i KRAB box _ 

I Zinc finger, iSltu type 
I V P A protein N-terminal 



1044 I TFIIS 



1044 zf-C2H2 



1044 XPA_N 



1044 1 TFIIS 



Transcription factor S-II ( 
Uincfc^j^Gtype^ 
yp A prot ein Werminal 



xrA protei n — 



1044 




4e-06 



1044 



rt-nm ^iDc.n. ry- - r - — 05 



5.7 



1044 



1044 



1044 



1044 



1044 



1044 



1044 



1044 



24.4 



zf-C2H2 



XPA N 
eIF5 eIF2B 



Zinc finger . C2H2 
Am 223 235.. 1 13 
Domain found in 11^B/IF5 



I 7.8fr07 
0.45 
, 0.95 



TFIIS 



Transcription factor S-II (TFIIS) 
Transposase 



0.069 



Traasposa^e^lT^^ 
rf-C2H2 Jlincfin^^m^ 



0.11 
5.9e-07 



zf-BED 



XPA N 



1*pTJg 1 * ■ r — — 

'rfjmm Zincjjnjer. C2H2 type 



BED zinc finger 
p4/13 223 ^5.. 1 13 
I Transcription factor S-ll lTFDS)_ 



0.14 



1044 



1044 



1044 



1044 



1044 



1044 



1044 



1044 



1044 
|T044 
11044 



zf-C2H2_ 



zf-C2H2 



7W. finger. C2H2 type 



83e-07 
[~4 6e-06 



Tinrfinger. C2H2 type 



I 5.3e-06 



zf-C2H2 



Zinc finger>C2H2 type 



I 4e-06 



XPAN 



223 235 .. 1 13 



TFUS 



4/13 = — n 

10/18 368 J76^_31_J9_ 



I 0.84 



10.25 



2f-C2H2 



zf-C2H2 



Zincfmger,C2H2type 



2.1e-06 



EvrlAlr 



zf-C2H2 



Zinc fing er. C2H2 type 
Ervl/ Air family 



[ 7.5e-06 



198-208 



198-220 



8.7 



5_ 
6 



226-248 
251-263 
254-264 
254-264 



5.8 _ 
32.6 



6.9 



32.0 
29.0 



, 7 



28.7 



29.2 I 10 _ 



5.0 



6* Hi 



30.3 MT 



28.1 I 12 _ 



7inr finger. C2H2type 



IM8 
I 9.9e-07~ 



PqiA 



Paraquat-inducible protein A 



|0\025 



5.4 
31.7 



1 _ 
13 



8.9 



254-280 
254-276 



255-277 



282-304 
310-332 



338-360 



366-388 



391-403 



394-404 



394-416 



422-444 



442-460 
450-472 



469-500 
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1056 



1057 



1057 



1057 



1058 



1058 



LBP_BPI_CETP 
C 



LBP BPI CETP 



LBP_BPI_CETP 
C 



Peptidase M20 



LBP BPI CETP 



LBP_BPI_CETP 

_C 

LBP BPI CETP 
LBP_BPI_CETP 
C 



1060 



Secretogranin_V 



1060 



1062 



1062 



1063 



1064 



I 1064 



1064 



1064 



Ribosomal _L19e 



PMP22 Claudin 



Acyl transf_3 



y pp ! FPT / PFTP family, N-termmaU 

, .^mOTit r. r* ♦**rmifl!*l d 



U?r / jor i / * * : — pr 

LBP / BPI / CETP family, C-terminai a 



Peptidase family M20/M^>/M40 
T pp / ttPT / CRTP family, N-terminal d 



5.1e-38 
1.6e-12 



03 
5.1e-38 



LBP / BPI / CETP family, C-terminal d 



5.8e-05 



LBP / BPI / CETP family, N-terminaU 
LBP / BPI / CETP family, C-terminal d 



Neuroendocrine protein 7B2 precursor 



Ribosomal L29e 



PDZ 



PDZ 
PDZ 



CBM 11 



Ribosomal protein L19e 

TMP-22/EMP™ reo^laudin family 



Acyltransferase family 



Al/ T1U< MW * V * HW ^ 

Ri bosomal L29 e protein family. 



mwsuiuoi r — £— — — 

PDZ domain (Also known as DHR or 

GLGF 



PDZ domain (Also known as DHR or 

GLGF — - — 

PDZ domain (Also known as DHR or 

GLGF 



PDZ 

DUF390 
PDZ 



PIP 

GalactosyLT 



nnfrnhvrtr** ^my? domain (farnny l 

— : — TV* i ™~ TYUP nr 



PDZ domain (Also known as DHR or 

QLQp ^ 

Protein of unknown functi on (DUF390 
PDZ domain (Also known as DHR or 
GLGF 



130.2 
453 



3.3o41 
5.8e-05 



2.2e- 
134 



18.1 



456.6 



0.7 



6.9e-46 



0.12 



0.0025 



7-de-ll 



4.2e-10 



0.18 



ptirtgphotvrosine interaction domain ( 



7.3e-19 

082 
2.6V09 



Chorismate synt 
pkinase 



1070 
1070 
1070 



lipocalin 
Triabin 
lactamase B 



annexin 



Chorismate synthase 



Protein kinase domain 



Lipocalin / cy 

Triabin 
Metallo-beta-lactamase sup 

Annexin 



annexin 



Annexin 
1 Annexin 



3.3e-47 
0.17 _ 

08 

le-73 



3.6 



159.3 



6.3 



12.9 



40.0 



37.4 
59.3 



5.1 



68.1 



7e-38 
0.0018 
1.7e-21 
9.9e-30 



6.3e-33 
9.7e-28 



1.6 



255.1 

136.0^ 

12.1 

80.0 

107.8 



Position 



1 




U9.1 U 
100.7 1 3 



310-335 



22-185 
291-429 



380419 



22-185 



291-374 



39-201 



307-390 



1-204 



167-193 



4-181 



106-151, 



21-49 



1-84 



209-297 



310-393 



360-378 



409-490 
534-555 



694-775 



291-298 



12-272 
38-186 



130-196 



213-280 
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SEQ 1 I 
ID 

1084 1 
1084 i 
1084 r 
1084 J 
1084 
1084 


Model 1 

IGF 1 
\rthro defensin 

TB J 

EGF 

MoeZ MoeB 

TB 

EGF 


>escription 

EGF-like domain , \ 

L/3 199 211.. 23 36 * 

rB domain 

EGF-like domain 

MoeZ/MoeB domain ! 

TB domain 

POF-lilce domain _ 


Rvalue 5 

>.9e-07 : 
).52 : 
l.3e-16 i 
L.le-07 : 
0.62 : 
2.9e-26 
l.9e-07 


Score 1 I 

>7.o 1 : 

>4.5 

J0.4 p 
5.6 
85.2 
29.6 


Repeats 1 I 

- M 

l 4 

i h 

i p 

1 < 

2 < 
4 < 
2 T 


'osition 

04-431 
H 1-423 
J67-610 
531-666 
)76-682 
388-729 
578-914 
898-920 


1084 
1084 
1084 
1084 
1084 
1084 
1084 
1084 
1084 


TIL 

CBM 14 

EGF 

TIL 

squash 

sranulin 

EGF 

VSP 


Trypsin Inhibitor like cysteine nch 
r^iitin binding Peritrophin-A domain _ 

EGF-like domain . 

*TVnr»tMn inhibitor like cysteine rich 
Squash familv serine protease inhibit 

Granulin - 

EGF-like domain 

Giardia vanani-speuui^ &uno\^ r Av ^ 


0.00021 

0.88 

1.2e-07 

0.00057 

0.069 

0.06 

0.098 t 

0.031 


14.8 

3.8 

30.3 

13.5 

4.9 

7.4 

9.0 

7.4 


1 

5 
3 

6 

1 | 


901-920 
920-956 

941- 962 

942- 969 

943- 958 
962-983 
982- 
1003 


1084 


EGF 


EGF-like domain 


5.2e-06 


24.4 


7 


1043- 
1078 
1084- 


1084 


EGF 


EGF-like domain 


1.6e-06 


26.2 


8 

6 ~7 


1119 


1084 


TIL 


5/14 1063 10S4 .. °tl 


"098 


3.3 




1103- 
1125 


1084 


VSP 


Giarcba vanant-specinc sundto piv* 


0.29 ! 


3.9 


2 


1105- 
1126 


1084 


EGF 


EGF-like domain 


2.1e-06 


25.9 


9 | 


1125- 
1160 
1145- 


1084 


TIL 


5/14 1063 lUo4 .. 1/ oo 


0.0095 


9.6 


7 j 


1166 
1166- 


1084 


EGF 


liCxr-liice aomdin 


5.9e-05 


20.6 


10 


1201 


1084 


Plasmod_Pvs28 


Plasmooium ookihclo amiow* k iw * w 


0.11 


6.2 


1 


1172- 
1210 
1 1187- 


1084 


TIL 


c/i>! in*;* 10R4 47 68 
5/14 iuoj 11/0** *»» vv 


0.0044 


10.7 


8 


1207 
1207- 


1084 


EGF 


tiOr-UKB Qomaiii 


5.5e-06 


24.3 


11 


1243 


1084 


PAD_porph 


Porpnyromonas-iypc p^p^^j* 


0.047 


8.4 


1 


1224- 
1234 
1226- 


1084 


Plasm od_Pvs28 




0.57 


3.6 


2 


1281 


1084 


TIL 


5/14 IUOJ luoH .. *»/ wo 


0.016 


8.9 


9 


1228- 
1249 


1084 


VSP 


/^A«<#4in vo-riotit-QTV^i'fic surface prot 
ijriarGia yariHii* rD|*v**u.iv «»iui»»*~ r 


0.043 


6.9 


3 


1229- 
1249 


1084 


EGF 


EGF-like domain 


4.9e-06 


24.5 


12 


1249- 
1285 


1084 


EGF 


EGF-like domain 


l.ie-iD 




13 


1291- 
1328 


1084 


TB 


TB domain 


8.7e-23 


74.2 


3 


1358- 
1401 


1084 


\ EGF 


EGF-like domain 


6e-05 


20.6 


14 


1429- 
1466 


108^ 
10fc 


1 CBM_14 
X 1 EB 


Chitin binding Pentrophm-A domain 
1 2/4 962 979.. 1 18 


0.3 
0.79 


53 
4.0 


2 
1 3 


1452- 
1472 
1472- 
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SEQ 
ID 



Model 



1090 



Keratin B2 



1091 
1091 



Keratin _B2 
Keratin B2 



Description 



Keratin, high sulfur B2 protein 



1091 



1092 



Keratin _B2 



1092 



abhydro lipase 



1093 



abhydrolase 



1093 



1094 



1094 



1094 



1094 



1095 



1095 



1096 



1096 



1097 
1097 



1098 



1098 



W? 
1099 



abhydrojipase 



abhydrolase 



7tm 3 



7tm 3 



Keratin, high sulfur B2 protein 
Keratin, higjh sulfur B2 protein 



Keratin, high sulfur B2 protein 



jycraun, uifiu ow^ . i _ . 

ah-hvriro lase associated lipase region 



alpha/beta hydrolase fold" 



ab-hydrolase associated lipase region 



alpha/beta hydrolase fold 



Condensation 



7tm 3 



Tuberin 



DAGAT 



GASA 



lectin c 



GASA 



lectinc 



7tm 1 



endotoxinJSf 



oipum >^w«»» - — 

7 trans membrane receptor (m etabotropi 



7 transmembrane receptor ( metabotropi 



Condensation domain 



7 transmembrane receptor (m etabotropi 



Tuberin 



Diacylglycerol acyltransferase 



Gibberellin regulated protein 



Lectin C-type domain 



Gibberellin regulated protein 



Lectin Ptype domain 



|_vd.Hli V^tJH^ » V1 """ ; — 

7 transmembrane receptor ( rhodopsin f 
delta endotoxin. N-terminal domain 



T)\jP9;5 | Ra ptorial protein of urfr nown function 



1099 



1099 



1100 



1100 



1100 



1101 



1101 



1101 



1101 



1101 



1101 



1101 



1101 



1101 



Hanta G2 



SEA domain 



Peptidase C13 



FHIPBP 



LRRNT 



LRR 



LRR 



LRR 



LRR 



LRR 



LRRCT 



1101 



1101 



1101 



1101 



1101 



BON 



Ilantavinis glycoprotein G? 



Pe ptidase C13 family 



Immunoglobulin domain 



Immunoglobulin domain 



FHIPEP family 



Leucine Rich Repeat 



Leucine Rich Repeat 



Immunoglobulin domain 



Immunoglobulin domain 



Immunoglobulin domain 



pec lyase N 



An_peroxidase 



PAL 



Transport-associated domain 



Immunoglobulin domain 



Pectate lyase, N terminus 



Animal haem peroxidase 




Leucine rich repeat N-terminal domain 



Leucine Rich Repeat 

Leucine Rich Repeat 



leucine Rich Repeat 

Leucine rich repeat C-terminal domain 



Phenylalanine and histidine ammonia-l 



1101 

IToT 
Tioi 
TToi 



7tm_l 
Peptidase_Cl 
TlLa 
PSP94 



1101 



vwc 



7 transmembrane receptor (rhodopsin i 0.22 I 2 7 

0776 12.1 
0.00018 | 16.9 
0.11 18i0~ 



Papain family cysteine protease 
TILa domain 

Beta-microseminoprotein (PSP-94) 



von Willebrand factor type C domain 
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>osition 


1 SEQ I 
ID 

1102 1 
1102 1 


Model I 

^RRNT 1 
LRR 1 


" ' I ¥ 

)escription | 

murine rich repeat N-terminal domain C 

murine Rich Repeat Li 

Leucine Rich Repeat Li 


Rvalue 5 

f.00068 1 
L7e-05 1 
J.021 


Jcore I 

15.2 1 
18.9 1 
10.9 : 


Repeats I 

I 2 
I i 
I 


13^9 

>l-74 
75-98 


1102 1 
1102 
1102 
1102 
1 1102 
1102 
1102 


LRR 1 
LRR 1 
LRR 
LRRCT 

IE 

ie 
[g 


_eucine Kicn ivcppa* . 

Leucine Rich Repeat , — Li 

Leucine rich repeat C-terminal domain - 

Immunoglobulin domain L 

Immunoglobulin domain |__ 

[mmunoglobulin domam L 


).00069 

>.9e-06 : 

i.3e-15 

l.3e-08 

$.8e-09 

3.4e-05 

0.14 


15.8 : 

22.1 
48.2 

37.1 
22 3 
7.1 


5 < 


29-122 

123-146 

156-208 

224-283 

320-376 

416-466 

471-483 


1102 

i in? 

1102 
1 mo 

1 1 IU£ 


BON 
ip 

pec lyase N 
An rcroxidase 


Transport-associated domain 

Immunoglobulin domain L 

Pectate lyase, N terminus I 
Animal haem peroxidase j 


3.1e-08 
0.19 
9.8e- 
195 


3.9 

fLK*7 1 
Oj I . i 




501-558 
602-608 
702- 
1241 




PAL ~~ 


Phenylalanine and histidine ammonia-1 


0.53 


z.o 




969-986 


[Tio2~" 

1102 


7tm_l 


7 transmembrane receptor (rhodopsin I 


0.22 


2.7 




1033- 

1041 

1126- 


1102 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 




1143 
1370- 


1102 


TILa 


TILa domain j 


0.00018 


16.9 




1409 
1371- 


[THE 


PSP94 


Beta-microsemmoprotein (PSr-y4) 1 


0.11 


8.0 




1402 
1371- 


1102 
1103 


vwc 
PMEI 

Ribosomal S26e 


von Willebrand factor type C domain 

Plant invertase/oectin methylesterase 

Ribosomal protein S26e . — 


2e-10 

0.33 
0.47 


38.0 

5.5 
3.9 




1426 
2-24 
215-236 
240-262 


1103 
1103 
1103 
1103 


ATP-gua Ptrans 
Arch fla DE 
zf_dskA_traR 


ATP-puanido phosphotransferase, u-ter 
Archaeal flacella protein 
Prokaryotic dksA/traR C4-type zinc n 


0.089 

0.42 

0.48 


6.1 
s 0 

D.\I 

4.8 




670-683 
1145- 
1160 
1147- 


1103 

1104 
1104 
1104 


zf-C4 

UBX 
FTCD C 
IKI3 

Ribosomal L21p 


Zinc finger, C4 type (two domains) 

UBX domain 

Fonniminotransferase-cyciodeaminase 

IKI3 family 

Ribosomal jimkarvotic L21 protem 


1 0.07 

0.79 

0.66 
0.27 


7.6 

4.8 
6.0 
0.9 
5.0 




1157 

1-18 

47-77 

80-94 

115-138 

215-227 


1104 
1104 
1105 
1106 
1107 
1107 

1107 


DUF709 

Torsin 

rrm 

MH1 

Pecanex_C 

Pecanex C 


Family of unknown function (DUF709) 

Torsin . 

pxr A fP^nprntion motif. (a.k.a. RRM, K 

MH1 domain 

Pecanex protein (C-terminus) 

Pecanex protein (C-terminus) 


0.28 
8.2e-07 
0.086 
016 
I 2.2e- 
129 
4e-08 


6.5 

23.3 

8.5 

5.4 

440.0 

29.6 




106-125 
41-71 
288-309 
*fo /-oz 1 

622-640 
288-309 


[1108 
1108 

UK 
1UC 


x>rui 
Mril 

PecanexC 
I Herpes UL14 


MH1 domain 

Pecanex protein ((Merminus) 

Herpesvirus UL14-like protein 
Immunoglobulin domam 


0.16 
1.2e- 
106 

0.12 
0.57 
0.95 


5.4 
364.5 

6.1 
6.5 
3.3 




437-599 

17-43 
36-55 
79-107 


rim 
[nil 

11K 
111 

fin: 


) Ribosomal L4 

r vpu _ 

) BPD transp 
I DUF895 
I I RWD 


~ Ribosomal protein L4/L1 family 
Vpu protein 

Binding-protein-dependent transport s 
" Eukaryotic protein of unknown fimcfto 
~~ RWD domain 


0.34 
0.9 
0.68 
1 9.8e-40 


4.7 
3.7 
4.1 
1 142.2 


I 


106-140 
109-137 
133-149 
1 11-125 
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SEQ 
ED 



Model 



1112 



1112 



; ylobin 
eRFl 2 



1112 



zf-C3HC4 



1112 



1112 



1112 



1113 
1113 



Description 



Globin 



eRFl domain 2 



Zinc finger, C3HC4 type (RING finger) 



DNAJigase_ZB j NAD-dependent DNA ligase C4 zinc 
J5ng_ 



zf-MIZ 



MIZ zinc finger 



ApoA-II 



Apolipoprotein A-II (ApoA-II) 



Protein kinase domain 



Poxvirus M2 protein 



E value Score 



Repeats Position 



0.048 



0.72 



7.5e-10 



0.37 



0.28 



0.94 



le-45 



0.82 
0.48 



8.6 



4.1 



27.9 



5.8 



4.6 



3.6 



162.0 



3.3 



88-120 



114-127 



135-201_ 
196-207 



197-207 



261-272 



194-468 
306-333 



1113 



DUF857 I Domain of unknown function 

(DUF857) 



4.7 



1113 



ExoD 



1113 



KE2 



Exopolysaccharide synthesis, ExoD 



KE2 family protein 



0.65 
0.18 



2.7 



7.7 



SNF2 family K-terminal domain 



0.057 
0.38 



6.4 
5.6 



424-456 



468-502 



1114 



Transposase 8 Transposase 



1114 



OKR_DC_CN Om/Lys/Arg decarboxylase, N- 



0.34 



3.6 



91-102 
5-24 



1116 



DUF1006 | Protein of unknown function 

(DUP1006) 



0.45 



2.5 



1117 



1117 



2S_ 



Immunoglobulin domain 
Immunoglobulin domain 



2.3e-05 



22.9 



0.0023 



15.5 



1117 
1117 



Immunoglobulin domain 



»g 



1117 



SNF7 



Immunoglobulin domain 
SNF7 



0.00079 
0.026 



17.2 



11.5 



0.95 



3.5 



1118 



1118 



Immunoglobulin domain 
Immunoglobulin domain 



0.00079 



17.2 



1118 



SNF7 



SNF7 



1119 



IBN NT 



1 Imporfan-betaN-terminal domain 



1119 



PurA 



Pur A ssPNA and RNA-binding protein 



1119 



PAN 



I PAN domain 



1120 



Bowman- 
Birkjeg 



Bowman-Birk serine protease inhibitor 



1120 



RNA jpol_Rpb2_ RNA polymerase beta subunit 



1120 



cobW 



Cobalamin synthesis protein/P47K 



1120 
1120 



DUF909 



Bacterial protein of unknown function 



0.026 



11.5 



0.95 



3.5 



1.6e-24 



89.3 



0.19 



4.8 



3.2 



4.0 



0.25 



2.1 



0.85 



0.16 



2.3 



30-87 



127-186 



281-337 



379-434 



435-450 



42-98 



140-195 
196-211 



28-100 



155-171 



706-735 



28-36 



150-946 



170-205 



215-247 
262-277 



Glyco_hydro_2_ 

C 



Glycosyi hydrolases family 2, TIM bar 



0.24 



4.8 



1120 



ank 



Ankyrin repeat 



1.2e-10 



41.3 



1120 



ank 



Ankyrin repeat 



2.5e-08 



33.0 



1120 



SH3 



SH3 domain 



5.7e-16 



61.3 



1122 



TPR 



TPR Domain 



0.013 



12.3 



1122 



TPR 



TPR Domain 



1122 



TPR 



TPR Domain 



l.le-07 
0.29 



30.1 



7.5 



Brain expressed X-linked like family 



0.25 
0.12 



3.9 



920-952 



953-985 



1022- 
1079 



138-157 



158-191 



192-222 



261-294 



1122 



eRFl 2 



eRFl domain 2 



6.9 



1122 



SiihtiHsin N Subtilisin N-terminal Region 



1123 
1124 



Pencillin ase R I Penicillinase repressor 



0.83 
0.85 



5.1 



4.2 



1124 



1124 



1124 



ank 



ank 



Ankyrin repeat 
Ankyrin repeat 



1.8e-07 



29.9 



ank 



Ankyrin repeat 



Shigella_OspC Shigella flexneri OspC protein 



1.5e-06 

2e-07 

0.51 



26.5 



29.7 
3.2 



ank 



Ankyrin repeat 



4.3e-06 



24.9 



323-34 4 
57-75 



64-96 



97-129 



130-162 



131-161 
163-195 
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SEQ I 

1124 2 

1125 i 
1125 t 
1125 « 
1125 
1125 
1126 
1129 
1129 


Model 1 I 

ink ' 
ink U 
ink U 
ink 1 * 
Shigella OspC ! 
ank 

PUF846 1 

Apolipoprotein 
P5 F8 type C 


)escription * 

Vnkyrin repeat 

\nkyrin repeat 

Vnkyrin repeat . 

\nkyrin repeat j 

Shigella flexneri OspC protem < 

knkynn repeat . 

Eukaryotic protein of unknown tunctio 

Apolipoprotein A1/A4/E family 

F5/8 type C domain . 


Rvalue 5 

K00018 1 
L8e-07 : 
l^e-06 : 
le-07 : 

).5i : 

*.3e-06 
0.5 
0.95 
le-63 


icore I 

19.9 1 
£6.5 ^ 
29.7 : 
1.2 
24.9 
2.6 
3.4 
195.2 


Repeats 1 

1 

I t 
I ! 

I 

\ 
1 
1 
1 
I 


>osition 

196-228 

54-96 

J7-129 

130- 162 

131- 161 
163-195 
50-74 
4-28 
34-174 
212-344 


1129 
1130 
1130 
1130 
1130 
1130 
1130 
1130 
1130 
1130 


laminin G L 
Apolipoproigm j 
F5 F8 type C 
laminin G 1 

laminin_G 1 

EGF 

fibrinogen C 
laminin G i 

EGF 1 

laminin_G | 


Laminin G domain 

Apolipoprotein A1/A4/E family 
F5/8 type C domain 

T fiminin G domain 

Laminin G domain _ — 

EGF-like domain 

Fibrinogen beta and gamma chains, C-t 

jLaminin vj uuiikuu 

EGF-like domain 

Laminin G domain 


2.7e-10 

0.95 

le-63 

6.5e-ll 

1.8e-ll 

l.le-06 

0.051 

2.7e-17 

0.0014 

0.00033 


36.3 

3.4 

195.2 

38.5 

40.4 

26.8 

6.6 

60.5 

15.7 

15.3 


1 
1 
1 
2 
1 
1 
3 

2 

4 


4-28 

34-1/** 

212-344 

398-525 

551-583 

601-634 

821-943 

962-996 

1046- 

1179 

1059- 


1130 


DNAJPPF | 


DNA polymerase processivity factor 


1T69 


4.3 


1 


1078 
1239- 


1130 


BenE ] 


Benzoate membrane transport protein 


0.29 


3.8 


1 


1255 
1245- 


1130 


BPD_transp 


Binding-protein-dependent transport s 


0.41 


5.0 


1 


1276 
61-84 


1131 


HTH_9 


N-tenninal HTH domain ot 
molybdenum-b 


0.72 
2.2e-31 


4.3 
105.9 


1 
1 


155-341 


1131 
1131 

1131 
1131 
1132 
1132 
1132 


Glvcos transf _2 
Ribosomal_S3_C 

Ricin B lectin 
Ricin B lectin 
Enterotoxin HS 
VSP 

tspj 


Glycosyl transferase 

Ribosomal protein S3, Oterminal 

doma . 

OXW lectin repeat 
OXW lectin repeat 
I Heat-stable enterotoxin 
Giardia variant-specific surface prot 
Thrombospondin type 1 domain 


0.98 

0.13 

0.00073 

0.71 

0.23 

0.27 

1.3e-48 


3.4 

8.4 

16.5 

1.4 

4.3 

6.0 

171.6 


1 

1 
2 
1 
1 
1 
1 


357-363 

467-496 
558-596 
37-43 
96-128 
148-203 
" 11-237 


1133 
1133 
1133 
1135 
1135 
1135 
1135 
1135 
1135 
1135 
1135 
1131 
1131 
113' 
113' 
113' 
113' 
113 


pkinase 

Pox ser-thr kin 

pkinase 

C2 

Transposase 24 

photoRC 

C2 

RasGAP 

AraC binding 
PH 

BTK 

r toxin 2 
i C tripleX 
1 EGF 

1 laminin EGF 
7 EGF 
7 TIL 

7 1 EGF 


| Protein kinase domain 

Poxvirus serine/threonine protein kin 
1 Protem kinase domain 

(T> domain — 

Plant transposase (Ptta/En/Spm tamily 
Photosynthetic reaction centre protei 

C2 domain . 

GTPase-activator protein for Ras-like 
AraC-like lifrand binding domain 

1 PH domain - 

BTK motif 

Scorpion short toxin 

Cysteine rich repeat 

EGF-like domain 

Laminin EGF-like (Domains 111 and V) 
EGF-like domain 
Trypsin Inhibitor like cysteine rich 
j EGF-like domain 


0.2 

0.00017 
2.4e-30 
0.22 
0.95 
8e-32 
" 5.4e-39 
0.42 
6.8e-ll 
1.9e-06 
0.089 
9e-05 
0.00049 
0.55 
0.0001 f 
0.55 
0.000 U 


4.5 
16.2 
103.9 
4.9 
1.8 
108.9 
124.6 
5.2 
37.2 
26.9 
6.2 
15.9 
17.3 
5.3 
19.2 
4.1 
I 1 18.9 


1 
2 
1 
1 
1 

_2 

1 

1 

1 

1 

1 

1 

1 

1 

2 

2 
1 3 


133-156 

322- 347 
7-88 
42-56 
45-67 
135-216 

323- 513 
414-452 1 
567-673 
675-711 
51-77 
54-71 
60-86 
75-88 
123-155 
142-163 
163-197 
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TABLE 4B 




1160 



1166 



1167 



DNAjigase_A_ 
N 



DNA U 
mRNA_cap_enzy 

me 



serpin 



Peptidase__C14 




1168 



1168 



, 1168 



, 1171 



1171 



HEAT 



HEAT 



ATP dependent DNA ligase domain 
mRNA capping enzyme, catalytic 

domain — — 

Serpin (serine protease inhibitor) 



Caspase domain 

Immunoglobulin domain 



Immunoglobulin domain 



Immunoglobulin domain 

Virulence determinant 

TBP (TATA-binding protein) -interacti 



HEAT repeat 



Armadillo_seg" 



jectin_c 
WD40 



WD40 



WP40 
WD40 
WD40 



WD40 
WP40 
WP40 

2£_ 



1173 



1175 



1182 



1183 



1183 



1184 



1186 



MBOAT 



HEAT repeat . _ 

Armadillo/beta-catenin-like repeat_ 

t jJ— r* t-t mo domain 



9.5e- 
151 



2.4e-06 
2e-05 



0.0012 



0.0013 



511.0 



O083_ 
0 



7.0 
2347. 
3 



0.093 



0.022 
0.2 



Lectin C-type domain 
WD domain. G-beta repeat 



WP domain, G-beta repeat 



WP domain, G-beta i 

WD domain, G-beta i 

wn d omain. G-beta repeat 



WP domain, G-beta r 
WD domain, G-beta 
WP domain, G-beta , 
Immunoglobulin domain 



7.4e-19 
8.5e-ll 



2.8e-06 



9e-09 

0.0041 

3.1e-14 



MBOAT 



MBOAT 
MBOAT 
PTE 



Immunoglobulin domain 
MBOAT family __ 
Immunoglobulin domain 



4.3e-12 
l.le-14 
0.23 
2.3e~05 



0.0023 

3.1e-07 

2.3e-05 



Immunoglobulin domain 



PS Dcarbxylase 



PS Pcarbxylase 



TSC22 



ADP_PFK_GK 



MBOAT family 
MBOAT famil: 



MBOAT family _ „ 
Phosphotriesterase family 

Poxvirus intermediate transc ription fee 
Phosphatidvlserine decarboxylase 



Y nospna.uujio^* m~ 

Phosphatidy^ erine decarboxylase 



TSC-22/dip/bun family 



ADP-specific 
Phosphofructokinase/Glucokin 



0.0023 



3.1e-07 



16.4 



8.3 



10.4 
8.0 



24.7 



15.5 



26.8 



2.3e-08 
4.7e-09 
1.2e- 
139 
0.092 



0.011 



8.3e-52 



5e-47 
7e-227 



30.9 
33.5 
474.0 

5?f 



11.4 



182.3 



146.4 



763.9 



480-636 
594-613 



135-197 



| 237-297 



; 14-38 
25-908 



1 248-286 



i 343-364 



131-231 
1 223-260 



I 42-99 



139-198 



I 741-769 



i 90-249 



165-181 



I 246-467 



124-183 



68-492 
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SEQ B 
ID 


dodel I 


|e 

description 


i value S 


core F 


Repeats 1 F 

1 
1 


osition 

000 
66-342 


1194 t 
1194 I 


rypsin ^ 
>DZ i 

( 


[Wpsin ■ — - 

>DZ domain (Also known as uhk or I 

jLGF) 


.5e-23 1 
1.0018 1 


2.8 1 
4.0 1 


1 ^ 

i - 


79-412 

1 17 


1195 ' 

1196 ' 


Jtm 1 

i 

vwc 1 


J transmembrane receptor (rhodopsin ; 

amily) — 

,nn Willebrand factor type I domain : 

,nn Willebrand factor type C domaui 1 


t.4e-18 I 

>.4e-05 
116 < 


i3.6 1 

19.0 

S.8 


i 1 

i l t 
I \ 


108-163 


1196 1 

1196 

1197 


vwc 
vwc 
7tm_l 


von WiT^™* 1 ^ u oomam ■ 

7 transmembrane receptor (rhodopsm 

family) 


le-07 
4.5e-36 


1*7 A 

11 A 
106.7 


x I 
1 


166-192 
46-295 

30-152 


1198 


MethyltranstDl'/ 


D12 class N6 adenine-specitic uNA 


2.1e-36 


127.8 


1 


32-176 


1199 


lipocalin 


y^ocalin / cytosolic fatty-acid binding 
pr — — — 


1.8e-21 


80.6 


1 

J_ 1 


44-118 


1200 
1200 " 


tRNA.anti 

tRNA-svnt 2 


OB-fold nucleic acid pinding domam 

tRN A synthetases class 0 (D, K and N) 


2.7e-15 
2.7e-91 


56.4 

313.5 

182.8 


1 J 
J 1 


135-473 
5-100 


1202 


FAD binding 


FAD binding domain 

Guanine nucleotide exchange factor for 

Ras-1 

RasGEF domain — 

RasGEF domain 

KH domain , 


5.9e-54 
0.00072 


15.7 


i ~T 


39-87 


1203 

1203 
1203 
1204 


RasGEFN 

RasGEF 
RasGEF 
KH 


0.39 
6.8e-18 
3.8e-17 
5.4e-19 


5.5 
69.6 
61.6 
68.0 


1 ~~_[ 

2 [ 

1 ~1 

2 \ 


211-240 
280-360 
17-63 
101-150 


1/U4 

1204 
1206 
1206 
1207 

1207 
1209 
1210 
1210 


Fixl . 

KH 

transket pyr 

transketolasc_C 

Calsequestrin 

thiored 
PH 

ig 
ic 


KH domain . 

KH domain : — 

Transketolase, pyridine binding domai 
Transketolase. (^terminal domam 
Calsequestrin 

Thioredoxin - 

PH domain 

Immunoglobulin domain . 

Immunoglobulin domam 


5.8e-l6 

3.3e-75 

2e-59 

6.3e- 

294 

0.057 

0.0057 

4.9e-07 

2e-06 


57.0 
258.0 
194.9 
986.6 

9.0 

11.0 

29.2 

26.9 

16.8 


j 
1 
1 

1 1 

1 
1 
I 
2 
1 


265-313 
15-190 
208-331 
5-390 

123-152 

70-07 

35-112 

154-228 

33-96 


1213 
1213 
1213 
1213 


cadherin 

cadherin 

cadherin 

cadherin 

radherin 
cadherin 


Cadherin domain 

Cadherin domain 

Cadherin domain 

Cadherin domain — — 

Cadherin domain - 

Cadherin domain 


0.00026 
1.3e-06 
1.3e-22 
" 2.9e-14 
1.7e-22 
2.4e-10 


24.8 
80.6 
51.4 
80.2 


2 
3 
4 

J 


143-235 
249-343 
361-448 
462-558 
597-667 
21-315 


1213 
1214 

"1218 


calreticulin 
Alpha L fucos 


Calreticulin fomily 

Alpha- L-fucosidase — 


" 3.6e- 
221 
0.018 
1.4e-20 


715.1 

"T4 - 

64.7 


1 

1 
I 


1 10-34 
1-30 


1221 
1721 
1222 

1222 


Osteopontin 

Osteopontin 
. serpin 

i ie 


Osteopontin — 

Osteopontin 

Serpin (serine protease inhibitor) 

Immunoglobulin domain 


2e-166 

2.4e- 

156 

0.00035 


531.5 
529.6 

18.5 
35.1 


2 
1 

1 

3 


1 77 S 

78-443 

31-101 
252-303 


ra< 

122! 


\ ie 

> HATPase c 


2J3 143 210.. 7 52 
Histidmeldn^-DNAeYrase^and 

DNA gyrase B 


1.3e-08 
3.8e-15 
4.1e-57 


54.5 
199.5 


1 

) 1 


J 16-164 
210-370 


122! 
122 


5 DNA gyraseB 
5 DNAJopoisoIV 


DNA gyrase/topoisomerase IV, subum 


t 1.3e- 
189 


610.1 


1 


653- 
1120 
1095- 


122 


5 DUF188 


" Uncharacterized BCR, Yail/ Y qxu 
family 


0.025 


8.2 


1 


1 1121 
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WO 2004/080148 






ank 


J230T 


ank 


J2301 


ank 


J230l 


ank 




ank 


nBoj 


ank 






1230 


\ ank 



148^80 

[24H79 
[28^312 
|~313-346 
[3^579 
P38M12 

1413^37- 
[46£49<[ 
497^29 
530-590 



tt30_pnk_ 
1230 |anfc_ 



TSoT^k_ 

1230T^I 

TSoT^I 
T|3oT^^ 

V230 ank 



629^8 
659^91_ 

69H2I 
729-761 



762-794 
795^827. 
832^855 



l230Tank 
T23T[LBP5C^ 

1234TDUF408 



feain^fl^ 
(DUF408i____ ^ 

Nuf2 family 



0^013_L 

3001 r 


16^1 
33^51 
25X"" 1 


T5^07| 


29.3 




"2ToiT 




"96iT" 




"2V0.5 




T92J" 



864^92_ 
j^93T 
9^965 
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TABLE4B. 
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1266 



1266 



1270 



SRCR 
Arthro defensii 



Scavenger receptor q 
Arthro pod defensin 



SRCR_ 
SRCR 



Arthrn poC aeieium* . - 

doma 



Armadillo _seg_ 
Armadillo seg 



g ^vRnferrecepiuiw* rT ^T 

rSc^^r^^S^^L 
Hrr ^goTo^-c ataun-like repeat _ 

546 586_ 



360-459 



477-574 



2.7e-05 
0.U 



WO 2004/080148 
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ID 


Mnrfpl 

1T1UUC1 


XiVDJUb *X> 

Descrintion 


E_value 


Score 


Repeats 


Position 




Pneumo att G 


Pneumovirinae attachment membrane 
eIvcod 


0.098 


4.7 


1 


57-70 


1971 

IZ/ J 


nlcinase 


Protein kinase domain 


3e-77 


266.8 


1 


103-387 


197S 
1Z / D 


Pen M12B OrOD 

ep 


Reprolysin family propeptide 


3.2e-37 


116.5 


1 


97-215 


197S 
IZ/ J 


R pnrol vsin 


Reprolysin (M12B) family zinc metallo 


l.le-88 


304.8 


1 


227-426 


197S 

IZ / J 


Prolidase M46 


Pregnancy-associated plasma protein-A 


0.056 


5.5 


1 


362-372 


197S 
IZ / J 


Hi*Hntpprin 


Disintegrin 


1.7e-39 


134.2 


1 


443-518 


197S 


EGF 


EGF-like domain J 


0.0023 


14.8 


1 


670-697 


IZ i\3 


FeoA 


FeoA family 


0.088 


8.4 ! 


1 


132-239 


Mil 

IZ r / 




Ankyrin repeat j 


2.3e-05 


22.3 


1 


301-339 


1977 

1Z / / 


till IV 


Ankyrin repeat 


9.5e-ll 


41.6 


2 


340-373 


1977 


Dehydratase LU 


Dehydratase large subunit 


0.015 


7.6 


1 1! 


369-403 


197R 
iz/o 


Pentida^e Ml 


Peptidase family Ml 


7.1e- 
137 


383.8 


1 


98-506 


19R4. 


A a tran<! 


Transmembrane amino acid transporter 


2.4e-30 


110.9 


1 


4-397 


19R5 


ARPR 
Aivrr 


Aromatic-Rich Protein Family 


4.3e-09 


31.3 


1 


74-190 - ' 


19RR 


LRR 


Leucine Rich Repeat 


0.41 


6.5 


1 


66-89 


19RR 


LRR 


Leucine Rich Repeat 


0.0017 


14.6 


2 


90-113 


19RR 


LRR 


Leucine Rich Repeat 


0.76 


5.6 


3 


114-137 


19RR 


LRR 


Leucine Rich Repeat 


0.0013 


14.9 


4 


138-161 


19RR 


LRR 


Leucine Rich Repeat 


0.0043 


13.1 


5 


163-186 


19RR 


LRR 


Leucine Rich Repeat 


0.0088 


12.1 


6 


187-210 


1288 


LRR 


Leucine Rich Repeat 


0.063 


9.2 


7 


211-231 


1288 


LRRCT 


Leucine rich repeat C-terminal domain 


2.6e-10 


32.7 


1 


252-297 


19RR 




Immunoglobulin domain 


5.8e-09 


36.4 


1 


314-372 


19R0 
LZo7 


Hi infin trtiTl 
FLLUlLLllgLLLl 


Huntingtin 


0.077 


5.4 


1 


768-790 




LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


32-59 




T RR 


Leucine Rich Repeat 


0.0059 


12.7 


1 


61-84 


1900 


LRR 


Leucine Rich Repeat 


0.00021 


17.6 


2 


85-108 


1900 


LRR 


Leucine Rich Repeat 


0.012 


11.6 


3 


110-132 


1290 


LRRCT 


Leucine rich repeat C- terminal domain 


0.00014 


15.2 


1 


131-144 


1901 

lZ^ 1 


PH 


PH domain 


0.053 


7.8 


1 


7-98 


1291 


DAGKc 


Diacylglycerol kinase catalytic domain 
fores 


0.00081 


14.7 


1 


90-177 


1909 

1Z7Z 


tn 


vr _ — 

Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


1909 


\o 

lg 


Immunoglobulin domain 


8.le-09 


35.9 


2 


161-219 


1293 


lg 


Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


1901 




Immunoglobulin domain 


8.1e-09 


35.9 


2 


161-219 


190S 


Clq 


Clq domain 


5.3e-49 


173.0 


1 


72-198 


1296 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


1.3e-08 


24.4 


1 


49-108 


1906 


7tm 1 


7 transmembrane receptor (rhodopsin 
famil 


4.6e-31 


91.7 


2 


109-332 


1297 


MED7 


MED7 protein 


0.0099 


9.5 


1 


202-242 


1297 


CH 


Calponin homology (CH) domain 


2.7e-3l 


114.2 


1 




1297 


CH 


Calponin homology (CH) domain 


3.7e-26 


97.1 


2 


331-433 


1297 


UVR 


UvrB/uvrC motif 


0.0066 


12.8 


1 


652-664 


1297 


spectrin 


Spectrin repeat 


0.007 


11.5 


1 


793-852 


1297 


ACCA 


Acetyl co-enzyme A carboxylase 
carboxy 


0.017 


10.3 


1 


832-873 


1297 


spectrin 


Spectrin repeat 


4.9e-05 


18.9 


2 


922-973 


1297 


PolC DP2 


DNA polymerase II large subunit DP2 


0.013 


2.0 


I 


928-939 


1297 


DUF622 


Protein of unknown function, DUF622 


0.043 


9.8 


1 


1313- 
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SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 
1341 


1297 


Myc-LZ 


Myc leucine zipper domain 


U.I 3 


7 7 


9 


1313- 
1338 


1297 


spectrin 


Spectrin repeat 


A 19 

O.3o 


c c 

j.j 


j 


1486- 
1512 


1297 


bZIP 


1/3 644 674.. 35 65 


A ACQ 

U.Ujo 


O $? 

o.o 


j 


1698- 
1722 


1297 


Prefoldin 


Prefoldin subunit 


A « i 

U.jo 


^ 9 
D.Z 


a 
j 


1709- 
1736 


1297 


M 


M protein repeat 


A A A 


o.l 


o 

z. 


1939- 
1959 


1297 


ldhC 


lactate/malate dehydrogenase, alpha/be 


0.35 


J.L 


z 


2093- 
2118 


1297 


FTCDC 


Foirnimmolransferase-cyclodeaminase 


A AOO 


o 9 1 

y.z 


1 

1 


2108- 
2146 


1297 


LamininJI 


Laminin Domain II 


0.032 


y.j 


1 
1 


9152- 
2219 


1297 


Tropomyosin 


Tropomyosin 


0.019 


O A 


1 
1 


2251 


1297 


Pox_A_type_inc 


2/7 1057 1069.. 1 13 


0.47 


o.o 


o 


7319 


1297 


Tropomyosin 


Tropomyosin 


0.72 


3.2 


2 


/.jy\j~ 
2425 


1297 


Pox_A_type_inc 


2/7 1057 1069.. 1 13 


0.57 


6.3 


n 
1 


91QQ- 

ZtJZfZr" 

2421 


1297 


Plectin 


Plectin repeat 


le-19 


/4.y 


Z 


9714- 

£* 1 J*f— i 

2778 


1297 


Plectin 


Plectin repeat 


8.3e-lo 


ou.o 


j 


2808- 
2852 


1297 


CBM_14 


Chitin binding Peritrophin-A domain 


A AA1Q 


111 
11.3 


1 
1 


2867- 
2884 


1297 


Plectin 


Plectin repeat 


2e-uo 


ZZ.5 




2907- 
2939 


1297 


Plectin 


Plectin repeat 


A A1 O 
0.01 0 


1Z.U 


/: 
o 


3012- 
3042 


1297 


Plectin 


Plectin repeat 


2.1e-20 


77.4 


7 


3043- 
3087 


1297 


ECH 


Enoyi-CoA hydratase/isomerase family 


0.00096 


14.0 


1 


3059- 
3080 


1297 


Plectin 


Plectin repeat 


0.083 


9.6 


8 


3088- 
3118 


1297 


Plectin 


Plectin repeat 


13e-16 


63.5 


9 


3119- 
3163 


1297 

1298 
1298 


Plectin 

MED7 
CH 


Plectin repeat 

AyfTJm -r\rr\tf>in 

ivlou / pruiciu 

Calponin homology (CH) domain 


0.44 

0.0099 
2.3e-29 
3.7e-26 


6.9 

9.5 

107.8 

97.1 


10 

1 
1 

2 


3169- 

3201 

202-242 

215-328 

343-445 


1298 
1298 
1298 
1298 


CH 
UVR 
spectrin 
ACCA 


Calponin homology (CH) domain 
UvrB/uvrC motif 
Spectrin repeat 

Acetyl co-enzyme A carboxylase 
carboxy 


0.0066 

0.007 

0.017 


12.8 
11.5 
10.3 


1 
1 
I 


664-676 
805-864 
844-885 


1298 


spectrin 


Spectrin repeat 


4.9e-05 


18.9 


2 


934-985 


1298 
1298 


PolC DP2 
DUF622 


DNA polymerase 0 large subunit DP2 
Protein of unknown function, DUF622 


0.013 
0.043 


2.0 
9.8 


1 
1 


940-951 
1325- 
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SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 

1353 i 


1298 


Myc-LZ 


Myc leucine zipper domain 


0 11 


7.7 


2 


1325- 
1350 


1298 


spectrin 


Spectrin repeat 


ft 




3 


1498- 
1524 


1298 


bZIP 


1/3 656 686.. 35 65 


ft nss 


8 8 


3 


1710- 
1734 


1298 


Prefoldin 


Prefoldin subunit 


u.JO 


5.2 


3 


1721- 
1748 


1298 


M 


M protein repeat 


ft 44 I 


8.1 


2 


1951- 
1971 


1298 


ldh_C 


lactate/malate dehydrogenase, alpha/be 


n i^ 


5.2 


2 


2105- 
2130 


1298 


FTCDC 


Fonniminotransferase-cyclodeaminase 


L/.uxy 


0 2 


1 


2120- 
2158 


1298 


Lamininll 


Laminin Domain II 








2164- 
2231 


1298 


Tropomyosin 


Tropomyosin 


A A1Q 


o.y 


1 


2222- 
2263 


1298 


Pox_A_type_inc 


2/7 1069 1081 .. 1 13 


A ^1*7 


o.o 


g 


2376- 
2391 


1298 


Tropomyosin 


Tropomyosin 


A TO 

u. /z 




9 


2408- 
2437 


1298 


Pox_A_typeinc 


2/7 1069 1081 1 13 


U.J/ 


O.J 


7 


2411- 
2433 


1298 


Plectin 


Plectin repeat 


ie-iy 


74 0 


2 


2746- 
2790 


1298 


Plectin 


Plectin repeat 


o.je-io 


fift 


3 


2820- 
2864 


1298 


CBM_14 


Chitin binding Peritrophin-A domain 


n AfY*R 
U.UUJO 


11.3 


1 


2879- 
2896 


1298 


Plectin 


Plectin repeat 




22.8 


4 


2919- 
2951 


1298 


Plectin 


Plectin repeat 


U.Ulo 


12.0 


6 


3024- 
3054 


1298 


Plectin 


Plectin repeat 




77.4 


7 


3055- 
3099 


1298 


ECH 


Enoyl-CoA nyaratase/isomerase iamny 


0 00096 


14.0 


1 


3071- 
3092 


1298 


Plectin 


_ 

Plectin repeat 


0.083 


9.6 


8 


3100- 
3130 


1298 


Plectin 


— i — '• 1 — " ~~ 

Plectin repeat 


1.3e-16 


63.5 


9 


3131- 
3175 


1298 


Plectin 


r lectin repeat 


0.44 


6.9 


10 


3181- 
3213 


1304 


DUF544 


Protein of unknown function (DUF544) 


5.8e-80 


275.8 


1 


157-282 


1305 


DUF544 


Protein of unknown function (DUF544) 


5.8e-80 


275.8 


1 


272-397 


1306 


ifi 


Immunoglobulin domain 


2.2e-08 


34.3 


1 


26-93 


1306 


ifi 


Immunoglobulin domain 


2.5e-06 


26.5 


2 


132-191 


1306 


MAM 


MAM domain 


6.9e-72 


249.0 


1 


422-595 


1308 


APH 


Phosphotransferase enzyme family 


2.9e-42 


150.6 


1 


40-256 


1308 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.00024 


17.0 


1 


505-585 


1308 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 


1 


618-769 
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SEQ 
ID 


Model 


Description 


E_value 

7.7e-32 


Score 
116.0 


Repeats 


position 

80-238 


1309 
1309 


APH 

Acyl-CoA_dh_M 


Phosphotransferase enzyme family 
Acyl-CoA dehydrogenase, middle 
domain 


0.00024 


17.0 




487-567 


1309 

1310 
1311 
1311 


Acyl-CoA_dh 

Cation efflux 

CaMBD 

IO 


Acyl-CoA dehydrogenase, C-terminal 
Cation efflux family 

s^aimouuiin umumK uwnum 

10 calmodulin-binding motif 

c w/f ^Amain fQtpnlp nlnha motifl 


6.7e-50 

3e-09 
0.074 
1.3e-05 
0.00073 


175.9 

34.4 
7.8 
22.1 
15.4 




60O-751 

69-145 
716-732 
738-758 
304-369 


1312 
1312 
1312 
1313 
1313 


SAM 

SAM 

SAM 

zf-C3HC4 

HerpesUL49_5 


o AM QOmain aiyJllf* mum; 

SAM domain (Sterile alpha motif) 
SAM domain (Sterile alpha motif) 
Zinc finger, C3HC4 type (RING finger) 
Herpesvirus UL49.5 
envelope/tegument pr 


2.2e-10 
0.06 
7.1e-25 
0.082 


38.2 
8.7 
70.3 
7.4 




382-446 
470-499 
80-126 
147-170 


1314 


DUF692 


Protein of unknown function (DUF692) 


0.088 


6.2 




1703- 

i TOO 


1314 


HECT 


HECT-domain (ubiquitin-transf erase) 


1.9e- 
196 


662.8 




2002- 
2309 


1314 

1315 
1316 
1317 
1321 


V-ATPase_C 

PAP2 
PAP2 
ie 

LRRNT 


V-ATPase subunit C 

PAP2 superfamily 

PAP2 superfamily 

Immunoglobulin domain 

Leucine rich repeat N-terminal domain 


0.032 

1.5e-25 
5.1e-30 
8.1e-09 
1.3e-06 
0.098 


7.2 

91.6 

107.5 

35.9 

24.2 

8.6 




2185- 

2213 

66-218 

98-236 

41-116 

115-143 

145-168 


1321 
1321 
1321 
1321 
1321 
1321 
1321 
1321 
1321 
1321 
1321 
1321 
1321 


LRR 
LRR 
FN1P 
LRR 
LRR 
LRR 
LRR 
LRR 
LRR 
LRR 
LRR 
LRR 
LRR 

T PD 


Leucine Rich Repeat 
Leucine Rich Repeat 
FN1P Repeat 
Leucine Rich Repeat 
T -*»iif*inp Rich Reoeat 
Leucine Rich Repeat 
Leucine Rich Repeat 
Leucine Rich Repeat 
Leucine Rich Repeat 
Leucine Rich Repeat 

Leucine Rich Repeat 

Leucine Rich Repeat 

Leucine Rich Repeat 

Leucine Rich Repeat 


8.2e-06 

0.36 

0.63 

0.0026 

0.018 

0.00014 

0.00013 

0.00015 

0.22 

0.002 

0.022 

0.00025 

0.00049 


22.3 

6.7 

5.9 

13.9 

11.1 

18.1 

18.3 

18.1 

7.4 

14.3 

10.7 

17.3 

16.4 


2 

1 

3 

4 

5 

6 

7 

8 

9 

10 

11 

12 

13 


169-194 
195-225 
195-207 
240-265 
266-285 
287-310 
311-336 
337-356 
358-381 
382-407 
408-427 
453-478 
479-498 


1321 
1321 

1 QOI 

13/1 
1 "111 

13ZZ 
1322 
1322 
1323 
1323 


LRR 
LRR 

T PD 
T PP 

iR 

l fr 
ifi 
is 


Tannine Rich Repeat 
Leucine Rich Repeat 
Leucine Rich Repeat 
Leucine Rich Repeat 
Irnmunoglobulin domain 
Immunoglobulin domain 

Immunoglobulin domain 

Immunoglobulin domain 
Immunoglobulin domain 


0.13 

0.00025 

5.2e-05 

0.37 

0.26 

0.00049 

2.8e-09 

0.24 

0.00049 


8.1 

1 /..> 

19.6 

6.6 

7.8 

18.0 

37.6 

7.9 

18.0 


15 

IO 

17 

18 

1 

2 

3 

1 

2 


524-549 
550-569 
571-594 
" 595-620 
50-117 
157-215 
267-321 

Jvr* x I I 

157-215 


1323 


ifi 


Immunoglobulin domain 


0.00077 
2.9e-07 


17.2 
25.9 


3 
1 


267-303 
37-81 


1324 
1325 


tsp 1 
Guanylin 


Thrombospondin type 1 domain 
Guanylin precursor 


0.00035 


9.9 


1 


1-24 


1325 


Apo-CII 


Apolipoprotein C-II 


9.1e-43 


152.3 


1 


23-99 


1326 


Guanylin 


Guanylin precursor 


0.00035 


9.9 


I 


1-24 


1326 
137.8 


Apo-CII 
SRCR 


Apolipoprotein C-II 

Scavenger receptor cysteine-rich 


9.1e-43 
6.5e-37 


152.3 
131.9 


I 

1 


23-99 
14-111 
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E value 


Score 


Repeats 


Position 
















1328 


SRCR 


ocavenger receptor ^y&icuic-n*'" 


L2e-34 


123.9 


2 


188-285 


1328 


SRCR 


scavenger retcpiui "^j^icihg-i-v-- 


4.7e-37 


132.4 


3 


300-397 


1328 


— 7zr 

SRCR 


Q^?i\/#»Ticri*r rf*/*pntnr rvsteine-ricn 
domain 


1.5e-35 


127.1 


4 


405-503 


1328 


r\r rci CO 


TWVinrart priced ACR. COG2135 


0.092 


3.7 


1 


565-587 


1328 


SRCR 


Scavenger receptor cysteine-rich 

A\ f\TY\ 0 1 T*l 


1.8e-27 


98.6 


5 


638-729 


1329 


ie 


Immiirmol Ahnlin Hnmain 


0.81 


5.9 


1 


37-84 


1329 




rmmi mricy1r»Hn1 in Homain 

JLl l li Ll 1X1 lu^lUUU llll uuiiiuui 


0.051 


10.4 


2 


113-165 


1331 


ernana 




0.025 


12.1 


1 


12-40 


1331 


einana 




0.97 


6.2 


2 


59-76 


1331 


efhand 


PP Viand 


0.041 


11.2 


3 


85-113 


1333 


wnt 


wni iarnuy 


6.9e- 
240 


694.6 


1 


40-365 


1335 


7tm_l 


*7 trancm^mhratlP iw»pntfir r TTlfKlODSin 


8.8e-18 


51.9 


1 


8-75 


1 11 £. 

1336 


CAD 


CAP Hrvmain 


3.8e-07 


29.1 


1 


11-45 


1 11C 

1336 


ZI-M1Z. 




4.1e-41 


120.1 


1 


323-375 


i im 
133/ 


rA_Qesaiurase 


Futtv arid rfesaturase 


1.2e-76 


264.7 


1 


71-296 


1 no 

1338 


cystatm 


v^youiuu uvji i ia.ui 


0.074 


6.5 


1 


25-45 


1340 


actio 


A ptin 

AwUU 


5.4e-67 


221.4 


1 


4-362 


134U 


T?1 XT 
lil IN 


El Protein, N terminal domain 


0.08 


6.5 


1 


149-158 


1341 


i op trans 


Ton tran <%nort rrrotein 


0.007 


10.9 


1 


114-168 


1 1A1 

1341 


ion trans 


Trvn trancnort nrotein 


5e-05 


18.6 


2 


211-302 


1 1A1 

1343 


ig 


Immunoglobulin domain 


6.1e-06 


25.1 


1 


124-182 


1 1A1 

1343 


ig 


TmrnimftoloHiilin domain 


2.2e-06 


26.8 


2 


224-281 


1 1A1 

1343 


ig 


Tmmimoplobiilin domain 


7.6e-08 


32.2 


3 


316-372 


1 lA'X 
1343 


no 


Fibronectin tvoe 111 domain 


2.8e-16 


58.3 


1 


394-480 


1343 


ulj 


Fibronectin type 111 domain 


6.6e-17 


60.5 


2 


492-578 


1343 


rn3 


Fibronectin type III domain 


0.013 


10.8 


3 


598-654 


11AA 
1344 


r»T TT7RA 


Pmtpin of unknown function DUF84 


0.098 


5.9 


1 


8-22 


11 A A 
1344 


ig 


Immunoglobulin domain 


3e-07 


30.0 


1 


53-110 


1 1AA 
1344 


ig 


Immunoglobulin domain 


1.8e-07 


30.9 


2 


150-216 


11AA 
1344 


ig 


Immunoglobulin domain 


2.9e-08 


33.8 


3 


255-310 


1 1AA 
1344 


ig 


Immunoglobulin domain 


4.6e-07 


29.3 


4 


350-417 


1 1AA 
1344 


ig 


Immunoglobulin domain 


l.le-07 


31.6 


5 


456-516 


1 1AA 
1344 


ig 


Immunoglobulin domain 


8.8e-05 


20.8 


6 


553-617 


1344 


MAM 


MAM domain 


6.7e-77 


265.6 


1 


753-918 


134D 


kazal 


Kazal-type serine protease inhibitor 
domain 


7.7e-06 


25.8 


1 


121-168 




ig 


Immunoglobulin domain 


l^e-06 


27.7 


1 


186-255 


1346 


RNA helicase 


RNA helicase 


0.031 


7.9 


1 


82-109 


1346 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.055 


7.3 


1 


on 1 aa 


1348 


ig 


Immunoglobulin domain 


8.5e-07 


28.3 


1 


61-120 


1348 


ig 


Immunoglobulin domain 


0.00026 


19.0 


2 


155-214 


1348 


ig 


Immunoglobulin domain 


4.7e-08 


33.0 


3 


258-315 


1348 




Immunoglobulin domain 


2.3e-05 


23.0 


4 


348-404 


1348 


ig 


Immunoglobulin domain 


4.6e-09 


36.8 


5 


440-497 


1348 


ig 


Immunoglobulin domain 


8.8e-07 


28.3 


6 


530-596 


1348 


fn3 


Fibronectin type III domain 


5.2e-20 


71.3 


1 


615-704 


1348 


fn3 


Fibronectin type III domain 


0.0015 


14.1 


2 


717-807 
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Repeats 


Position 


1348 


&3 


Fibronectin type IE domain 


o.ye-14 


AO £ 




R 10-007 
o vy y\j 1 


1348 


&3 


Fibronectin type III domain 


ft ftftftl Q 


17 O 


4 


010- 
y\y- 

1007 


1350 


serpin 


— 

Serpin (serine protease mhibitor) 


D.ie- 

ly f 


CCA 7 
0O4. / 


1 
1 


AS-^7R 

*rJ J / O 


1350 


serpin 


: : . — 

Serpin (serine protease inhibitor) 


Ra-OQ 

OC-U7 




2 


379-402 


1352 


DREV 


DKisv metnyitransrerase 


7 

/ . JC~ 


fiRO 7 




56-317 


1353 


CARD 


— : : 

Caspase recruitment domain 


2.6e-33 


119.8 




2-91 


1355 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


2 


64-96 


1355 


ank 


Ankyrin repeat 


i .oe-uo 


9fi A 




97-129 


1355 


ank 


Ankyrin repeat 


3.8e-07 


28.7 


4 


130-162 


1355 


ank 


Ankyrin repeat 


a flnni i 


too 


c 
J 




1355 


ank 


Ankyrin repeat 


A AAA1 7 


10 9 

iy.o 


O 


106-99R 


1356 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


221-479 


1356 


Aldolase 


KDPG and KHG aldolase 


0.038 


/.4 


i 
l 


D/CD QA1 


1357 


pkinase 


Protein kinase domain 


2.8e-05 


IDA 

18.9 


1 


4 J- // 


1357 


Aldolase 


KDPG and KHG aldolase 


0.038 


7.4 


1 


401-4 o4 


1358 


7tmJ 


7 transmembrane receptor (rhod opsin 
family) 


2.6e-13 


38.4 


1 


1 


1359 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


0.00037 


12.8 


1 


Da-11D 


1359 


tRNA-synt le 


tRNA synthetases class I (Q 


A AAAO 


1/1 A 

14.0 


1 


1AK 17^ 


1359 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


2.4e-07 


23.7 


2 


345-383 


1360 


MHC H beta 


Class II histocompatibility antigen, beta 


1.4e-43 


149.3 


1 


42-117 


1363 


ig 


Immunoglobulin domain 


0.86 


5.0 


i 


17 <0 


1363 


ig 


Immunoglobulin domain 


0.17 


O A 

o.4 


z 


1 1Q 7 AH 


1363 


ig 


Immunoglobulin domain 


A AAA/?/? 

O.OUUoo 


17 c 
1 /.J 


*j 


71£_70A 


1363 


ig 


Immunoglobulin domain 


/.ye-Oo 


7/1 7 

Z4. / 


4 


XdA-^OR 
j*rr-jyo 


1364 


fh3 


Fibronectin type III domain 


A AA.17 


17 O 


1 
I 




1365 


IL1 


Interleukin-1 / 18 


c >i«^ii 
3.4e-Jl 


1 1 A £ 


1 


11 I^S 


1366 


A2M_N 


Alpha-2-maCTOglooulrn family N- 
terminal regi 


1 Ca AO 


117 7 
Jl /./ 


1 


O-Ol j 


1366 


A2M 


Alpha-2-macroglobulin family 


o c^ 
711 


71 1 7 
fx 1./ 


1 
I 


722- 
1449 


1367 


ArJC membrane 


AiJL transport er uansmcmoranc region 


1 . /o-v / 


28.5 




1-70 


1 ICQ 

1368 




u-PAR/Ly-6 domain 


7 6e-^7 


134.1 


1 


27-106 


1967 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1967 


hormone 


Somatotropin hormone family 


1 fiA-SS 
l .oe-jj 




I 


29-141 


1968 


DUF99 


"rotein 01 unicnown iuncuon uuryy 




S R 




3-26 


1968 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1969 


DUF99 


Protem ot unknown runction vuryy 


u.uo 


^ R 


1 
1 


3-26 


1 969 


hormone 


Somatotropin hormone family 




1^6 0 

1JU.U 


1 
1 


29-141 


iy t\i 


Lj\ji yy 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1970 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1971 


serpin 


Serpin (serine protease inhibitor) 


5.1e-83 


282.6 


1 


83-449 


1972 


PI-PLC-X 


Phosphatidyl inositol-specifi c 
phospholipase 


3.8e-14 


50.6 


1 


1-33 


1973 


Lipase 3 


Lipase (class 3) 


1.7e-17 


62.0 


1 


399-538 


1976 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.0091 


7.9 


1 


79-109 


1977 


Monooxygenase 


Monooxygenase 


3.8e-12 


44.1 


1 


215-313 


1977 


Monooxygenase 


Monooxygenase 


1.7e-15 


56.1 


2 


358-443 
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SEQ 
ID 

1980 
1980 


Model 

zf-ANl 
zf-ANl 


Description 

AN1 -like Zinc fineer 
ANl-like Zinc finger 


E_yalue 

0.032 
9.2e-06 


Score 

10.1 
22.6 


Repeats 

1 

2 


Position 

59-98 
149-181 


1981 
1982 
1984 


CRAL TRIO 

Rhomboid 

LBP_BPLCETP 


CRAL/TRIO domain 
Rhomboid family 

LBP / BPI / CETP family, N-tenninal 
do 


0.037 

3.9e-32 

4.5e-38 


7.8 

116.9 

130.4 


1 
1 

1 


10-38 

128-282 

33-191 


1984 

1987 
1987 
1988 
1988 
1988 
1988 
1988 
1988 
1988 


LBP BPI_CETP 

c 

DUF572 

DUF572 I 

Collagen 

Collagen 

Collagen 

Collagen 

Collagen 
Collagen 
Collagen 


LBP / BPI / CETP family, C-tenmnal 
do 

Family of unknown function (DUrO ll) 
Family of unknown function (DUF572) 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 


8.3e-14 

3.5e-37 

5e-23 

3.7e-ll 

6.6e-ll 

3.9e-13 

0.0069 

0.0001 

4e-09 

1.9e-13 


49.9 

133.7 

84.4 

44.2 

43.2 

51.6 

13.1 

20.0 

36.5 

52.8 

24.3 


1 

1 

2 
1 
2 
3 

4 I 

5 

6 

7 

8 


253-456 

1 £.1 

l-ol 

91-149 

1-51 

60-115 

116-175 

178-195 

199-230 

239-298 

302-355 

362-395 


1988 
1988 
1988 
1988 
1989 
1989 
1989 
1990 
1990 
1990 
1991 

1992 
1992 


Collagen 
Collagen 

C4 j 
C4 

ldl recept b 
ldl recept b 
ldl recept b 
ldl recept b 
ldl recept b 
ldl_receptj> 
DUF846 

cadherin 
cadherin 


Collagen triple helix repeat (20 copi 

Collagen triple helix repeat (20 copi 

C-terminal tandem repeated domain in 
C-terminal tandem repeated domain in 
t rwir-Ar*nc\tv liTkftnmtein recentOT repeat 
Low-density lipoprotein receptor repeat 
Low-density lipoprotein receptor repeat 
Low-density lipoprotein receptor repeat 
Low-density lipoprotein receptor repeat 
Low-density lipoprotein receptor repeat 
Eukaryotic protein of unknown 
function (DUF8 
Cadherin domain 
Cadherin domain 


7.1e-06 

0.0012 

2e-69 

1.3e-77 

7.3e-10 

2.7e-07 

3.2e-07 

7.3e-10 

2.7e-07 

3.2e-07 

0.00016 

2.1e-10 
1.4e-28 


16.0 

240.8 

268.0 

34.9 

26.4 

26.2 

34.9 

26.4 

26.2 

13.3 

3o.v) 
101.4 


9 
1 
2 
1 
2 
3 
1 
2 
3 
1 

•t 
i 

2 


39^444 

450-557 

558-672 

56-97 

99-141 

143-185 

56-97 

99-141 

143-185 

76-106 

0-1 OS 
119-210 


1993 
1993 
1995 

1998 
1998 
1998 


cadherin 
cadherin 
VIR 

ie 

if? 
ie 


Cadherin domain 
Cadherin domain 
Vomeronasal organ pheromone 

receptor family, 

Immunoglobulin domain 
Immunoglobulin domain 

T mmi infkcrl rvKlll ITl nOmHITl 

111 IlllUIlUf^lvl/Ulili UUHIolU 


2.1e-10 
1.4e-28 
3.8e-08 

2.1e-09 
7.9e-09 
0.00014 
7.1e-09 


38.0 

101.4 

27.0 

lO 1 

35.9 
20.0 
36.1 


1 
2 
1 

i 
l 

2 

3 

4 


9-105 

119-210 

4-36 

18-76 
121-179 
216-274 
308-366 


1998 
1998 
1999 
1999 
1999 


ifi 

IE 

SPRY 
SRP54 
AAA 


Immunogjobulin domain 
Immunoglobulin domain 

ox lv I Ul/IJ lalll 

SRP54-type protein, GTPase domain 
ATPase family associated with various 
cellul . 


1.7e-10 
1.8e-30 
0.0091 
0.098 

2.5e-43 


42.2 

107.5 

11.6 

5.8 

146.2 


5 
1 
1 
1 

1 


" 403-461 
148-277 
310-325 

" 313-325 

118-301 


7000 
2002 


ABC tran 
Acyl-CoA_dh_M 


ABC transporter 

Acyl-CoA dehydrogenase, middle 
domain . 


0.0071 


11.7 


1 




2002 
2003 


Acyi-CoA_dh 
C tripleX 


Acyl-CoA dehydrogenase, C-terminal 
doma 

Cysteine rich repeat 


6.7e-50 
" 2e-05 


175.9 
17.8 


1 
1 


415-566 
76-93 


2003 
2003 

2003 


EGF 
TIL 

EGF 


EGF-like domain 

Trypsin Inhibitor like cysteine nch 

domain - 

EGF-like domain 


8.7e-06 
0.0035 

~ 7.5e-05 


23.6 
11.0 

20.2 


2 
1 

3 


115-143 
134-155 

155-189 
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ID 
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Description 


E_value 


Score 


Repeats 


Position 


2003 

2003 
2003 
2003 


TIL 

EGF 
EGF 
MAM 


Trypsin Inhibitor like cysteine rich 
domain 

EGF-like domain 
EGF-like domain 
MAM domain 


0.26 

4.4e-05 
9.7e-09 
y.zeoo 
Lle-10 


5.1 

21.1 
34.3 

All f\ 

42.4 


2 

4 

5 

i 
i 

1 


168-195 

195-228 
240-275 
421-566 
8-35 


2004 
2004 
2004 
2005 
2005 

2005 
2006 


NHL 
NHL 
NHL 
run 

n*r. Dp KifiH 
L/AvJ_r D-Dinu 

RhoGAP 
CN hydrolase 


NHL repeat 
NHL repeat 

NHL repeat 

Fes/CTP4 homoloev domain 
Phorbol esters/diacylglycerol binding 
dom 

RhoGAP domain 
Carbon-nitrogen hydrolase 


2.5e-09 
7.8e-ll 
0.026 
2.8e-05 

3.9e-68 
4.je-u/ 
0.054 


37.6 
43.0 
10.3 
21.7 

231.7 

9£ 9 
ZO.Z 

8.4 


2 
3 
1 
1 

1 

9 1 
1 


55-82 
102-129 
310-350 
738-776 

804-976 
117-206 
5-23 


OAA*7 
ZUUV 

1AAC 

ZUUo 

1AAQ 

ZUUo 


ten 1 

isp 1 

A rlonfin "M 

A.02pull IN 
A1rtV«Q TrlcmtlTlf - ?? 
Alr»Via aHanHn t 

j\i pn a_aviopLui_^v>» 


Thrombospondin type 1 domain 

Adaptin N terminal region j_ 

Adaptin C~terminal domain 

Alpha adaptin AP2, C-terminal domain 


7.5e-09 
4.4e-38 
1.6e- 
113 


29.6 

126.8 

334.2 


1 
1 
1 


1-51 

183-296 

302-414 


oaaq 
zuuy 




Irnmunoglobulin domain 


0.0045 


14.4 ! 


1 


42-129 


oaaq 
zuuy 


*5 

ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


on ao 

zuuy 


ig 


Immunoglobulin domain 


9.7e-05 
0.00014 


20.6 
20.0 


3 
4 


319-408 
455-546 


ofiAO 

zuuy 

OA1 A 

zuiu 


JI 

ig 


Immunoglobulin domain 
Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


*>A1 A 
ZUIU 




Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


OA1 A 
ZUIU 


— 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


7A1 A 
ZUIU 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2011 


is 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


2011 


ig 


Immunoglobulin domain 


A 1 O 

u.iy 


O.J 


2 


179-272 


2011 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


1A1 1 
ZU1 1 


% 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


9A19 
ZU 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


ZU1Z 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


9A19 
ZU1Z 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


OA1 7 
ZU1Z 




Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2016 


TFA 


Transcription elongation factor A, Sll-r 


3.4e-23 


87.2 


1 


148-283 


OA1 8 
ZUlo 


CaUJlCllIl 


Cadherin domain 


8e-l3 
4.5e-09 


46.4 
33.4 


1 

2 


1-49 

76-120 1 


OA1 ft 
OAIO 


r» a nil Tl 

pf T y PN/TM 

t VjlVl A JLVJUVl 


Cadherin domain 

Phosphoglucomutase/phosphomannom 
utase, C-ter 


0.041 


9.3 


1 


347-389 


9010 


MACPF 


MAC/Perforin domain 


0.00017 


15.5 


1 


132-164 


9021 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


" 54-94 


707? 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


" 54-94 


909^ 


EMP24 GP25L 


emD24/eo25L/p24 family 


1.9&-15 


55.4 


1 


17-78 


2024 


acid_phosphat 


Histidine acid phosphatase 


7.9e- 
159 


537.8 


1 


35-375 


2026 


KRAB 


KRAB box 


l.le-20 


/ /.u 


i 


1^2-172 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-07 


33.4 


1 


485-507 


2026 


zf-C3HC4 


Zinc fincer, C3HC4 type (RING finger) 


0.54 


2.9 


1 


500-518 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-05 


27.2 


2 


513-535 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


3.4e-08 


37.4 


3 


543-565 


2026 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.032 


6.3 


2 


558-576 


7026 


zf-C2H2 


Zinc finger, C2H2 type 


5.7e-06 


28.6 


4 


571-593 


2027 


Vpsl6_N 


Vpsl6, N-terminal region 


2.3e- 
107 


366.9 


1 


1-165 
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SEQ 
ID 

2027 
2028 
2029 
2031 
2031 


Model 

Vpsl6 C 

lrrnt 

A2M 

fh3 

m3 


Description 

Vpsl6, Oterminal region 
Leucine rich repeat N-tennmai aomain 
Alpha-2-macroglobulin family 
Fibronectin type in domain 
Fibronectin type III domain 


E_value 

5e-203 
0.0011 
6.3e-23 
4.9e-08 


Score 

684.6 

14.5 

75.5 

29.7 

28.7 


Repeats 

1 
1 
1 
I 

2 J_ 


Position 

262-580 
11-40 
4-86 
3-33 

46-136 1 


2032 

2032 
2032 
2032 
2033 


LRR 
r rr 

LRR L 

LRR 

LRRCT 

LRR 


Leucine Rich Repeat 

Leucine Rich Repeat 

Leucine Rich Repeat 

Leucine Rich Repeat 

Leucme nch repeat C-terrmnai aomain 

Leucine Rich Repeat 


0.021 

3e-05 

0.00019 

0.16 

2.2e-05 

0.021 


10.8 

20.4 

17.8 

7.8 

17.6 

10.8 


I 

2 
3 
4 

1 ' 
1 


2-25 

2649 

50-73 

74-94 

118-132 

2-25 


2033 


LRR 


Leucine Rich Repeat 




20.4 


2 


26-49 


2033 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


3 


50-73 


2033 


LRR 


Leucine Rich Repeat 


A K 


7 R 


4 


74-94 


2033 
2034 


LRRCT 
EGF 


Leucine rich repeat C-terminal domain 
EGF-like domain 


O *)a (\K 

z.ze-UD 

O./O 

A A«. A/C 


17 f% 

3.0 
77 1 


1 

i i 
i 


118-132 
135-157 
192-261 


2034 
2034 
2034 


SEA A 

*F 
ie 


SEA domain 
Immunoglobulin domain 
Immunoglobulin domain 


4.9e-uo 

a 0« A*7 

9.<se-U/ 
0.33 


7fi 1 

Zo. 1 

7 A 
/.4 


i 

i 
i 

7 


310-376 
509-571 


2034 


GPS 


Latrophilin/CH-like GPS domain 


2e-l4 


^A ^ 


i 
i 


975- 
1027 


2034 


7tm_2 


7 transmembrane receptor (Secretin 
family) 


o o- on 
z.oe-ZU 


71 1 


2 


1086- 
1298 


2035 


TFHS 


Transcription factor S-II (TFIIS) 


A AIO 


10.6 




21-31 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


1 la A£ 

3. ie-uo 


99 7 


2 


21-43 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


O 7o-ft7 


11 9 


3 


49-71 


2035 


zf-BED 


BED zinc finger 


n /V* 


4.8 


1 


50-72 


2035 


XPA N 


2/4 46 56.. 1 11 




7 0 


3 


74-86 


2035 


zf-C2H2 


Zmc finger, C2H2 type 


O.OO— vO 


35.9 


4 


77-99 


2035 


TFIIS 


Transcnption factor S-D (TFllb j 


ft (VKfi 


9.7 


4 


105-115 


2035 


zf-C2H2 


Zmc finger, C2H2 type 


a 0096 


15.6 


5 


105-120 


2038 


zf-C2H2 


Zmc finger. C2H2 type 


A AAQQ 

U.W77 


15.5 


1 


197-220 


2039 


FHA 


FHA domain 


0.024 


11.6 


1 


45-110 


2039 


HIT 


HIT domain 


ft m ^ 


8.5 


1 


201-226 


2039 


zf-C2H2 


Zinc finger, C2H2type 


0.026 


13.9 


1 


337-359 


2040 


FHA 


FHA domain 


A AO A 


11 6 


1 


45-110 


2040 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2040 


zf-C2H2 


Zinc finger, C2H2 type 


A AO< 


110 


i 
i 


337-359 


2041 


FHA 


FHA domain 


a m/i 
U.UZ4 


1 1 

1 l.O 


1 


45-110 


2041 


HIT 


HIT domain 


ft All 

U.U13 


O.J 


\ 


201-226 


2041 


zf-C2H2 


Zinc finger, C2H2 type 


A A7A 

u.uzo 


119 


\ 


337-359 


2042 


Cwf_Cwc_15 


Cwfl5/Cwcl5 cell cycle control protei 


o.oe- 
161 


J'rr.J 


\ 


2-230 


2043 


SRCR 


Scavenger receptor cysteine-rich 
domain 


(Oe-io 


CA o 
3*+.Z 


i 

i 


8-113 


2043 


Lysyl_oxidase 


Lysyl oxidase 


1.9e- 
140 


476.7 


1 


117-286 


2045 


WD40 


WD domain, G-beta repeat 


0.5 


6.4 


2 


192-217 


2045 


WD40 


WD domain, G-beta repeat 


5.2e-06 


23.8 


3 


248-274 


2045 


DUF130 


Domain of unknown function DUF130 


0.074 


5.9 


1 


264-278 


2045 


WD40 


WD domain, G-beta repeat 


0.35 


7.0 


4 


397-424 


2048 


CTPJransfJ 


Cyndylyltransferase family 


4.9e- 
124 


422.2 


1 


86-417 


2049 


CBM 20 


Starch binding domain 


0.078 


8.5 


1 


14-33 



t 
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m 


JYLOCiei 


Op^rrintion 

I/G9VI IU 


E_value 


Score 

1\ 9 


Repeats 


Position 
93-131 


2049 
2052 


WD40 ! 
7tmJ5 


WD domain, G-beta repeat 

7 transmembrane receptor 
(metabotropic gluta 


D.oe-uo 

A AlCQ 


91 S 
7 9 




112-153 
200-226 


2052 
2052 


KdgT 
7tm_3 


2-keto-3-deoxygIuconate permease 
7 transmembrane receptor 
(metabotropic gluta 


7.8e-05 


17.4 




221-305 


2054 


HesB-like 


HesB-like domain 








52-154 


2055 


ie 


Immunoglobulin domain 


A (YXO 

0.00033 


11 9 

18.6 




37-59 
98-157 


2055 
2056 


Mdv17 PMP22 


Immunoglobulin domain 

Mpvl7 / PMP22 family 


Co 1 A 
56-14 






101-163 


2058 


Collagen 


Collagen triple helix repeat (20 copies) 


Ann 


19 1 




17-38 


2058 
2058 


Collagen 
vwa 


Collagen triple helix repeat (20 copies) 
von Willebrand factor type A domain 


2..>e-u/ 
3.2e-13 


£7.0 

42.1 




40-79 | 
108-156 


2059 
2060 


Stero1_desat 
ie 


Sterol desaturase 
Immunoglobulin domain 


O C~ A 1 

B.oe-41 
0.27 


7.7 




1-139 
8-26 


2060 


ic 


Immunoglobulin domain 


5.2e-08 


32.9 




07.1 SB 


2061 


RNA helicase 


RNA helicase 


0.00029 


15.0 




40-63 


2061 


AAA 


ATPase family associated with various 
ce 


0.00038 


13.8 






2061 


NACHT 


NACHT domain 


0.0022 


12.0 




44-66 


2061 


ADK 


Adenylate kinase 


2.2e-05 


19.0 




T7 19A 
/ /- 12*f 


2064 


UDPGT 


UDP-glucoronosyl and UDP-glucosyl 
transferas 


9.7e-34 


118.7 






2065 


TRAPP_Bet3 


Transport protein particle (TRAPP) 
compone 


9e-70 


242.0 




18-171 


2066 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.013 


n a 






2068 


ie 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


2068 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 




1 70-903 


2068 


DcuC 


C4-dicarboxyiate anaerobic earner 


A f\A A 

U.044 


n A 
l.y 




174-193 


2069 


ig 


Immunoglobulin domain 


0.0042 






10 


2069 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 




1 70-903 


2069 


DcuC 


C4-dicarboxylate anaerobic earner 


0.044 


7.9 




174-193 


2070 




Immunoglobulin domain 


0.0042 


\A S 
14.D 




33-110 


2070 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


Q O 
9.2 




170-203 


2070 


DcuC 


C4-dicarboxylate anaerobic earner 


a C\AA 


7 Q 

/ .y 




174-193 


2071 


PH 


PH domain 


1 0*01 


79 fl 




75-173 


2072 


Ifi-6-16 


Interferon-induced 6-16 family 




ISO 7 




41-123 


2073 


Ifi-6-16 


Interferon-induced 6-16 family 




159.7 




41-123 


2074 


Ribosomal_L34e 


Ribosomal protein L34e 


J.JtS- It- 


232.6 




12-110 


2075 


CDC50 


LEM3 (ligand-effect modulator 3) 
ianuiy / y^u 




66 




90-117 


2077 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2078 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2079 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2080 


ift 


Immunoglobulin domain 


4.9e-06 


25.4 




109-171 


2081 


Monooxygenase 


Monooxygenase 


0.0069 


10.9 




593-611 


2081 


ras 


Ras family 


7.2e-10 


33.6 




924-967 


2082 


Alpha_adaptin_C 


Alpha adaptin AP2, C-terminal domain 


0.061 


5.2 




97-109 


2082 


MHC I 


Class I Histocompatibility antigen, d 


0.00048 


14.9 


2 


125-210 


2083 




Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 
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ID 
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17 vnliiP 

3.7e-10 


Score 
40.9 


Repeats 

2 


Position 
113-172 


2083 
2083 


ie 
is 


Immunoelobulin domain 
Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 


2083 


ie 


Immunoelobulin domain 


3.7e-08 


33.4 


4 


309-370 


2083 


DNA__pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2083 


OapA 


Opacity-associated protein A 


ft 44 


2.4 


1 


335-357 


2083 


ig 


Immunoelobulin domain 


0.0012 


16.6 


5 


404465 


2083 


ie 


Immunoglobulin domain 


7 7fs07 


28.5 


6 


500-564 


2084 


iS 


Immunoelobulin domain 


4.1e-05 


22.0 


1 


10-78 


2084 


ie 


Immunoelobulin domain 


3.7e-10 


40.9 


2 


113-172 


2084 


ie 


Immunoelobulin domain 




15.9 


3 


211-272 


2084 




Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2084 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2084 


OapA 


Opacity-associated protein A 


O 44 


2.4 


1 


335-357 


2084 


ie 


v lit* J- - - - -- 

Immunoelobulin domain 


ft ftft.19 


16.6 


5 


404-465 


2084 


ie 


Immunoelobulin domain 


7 7*»_ft7 


9R 5 


g 


500-564 


2085 


ig 


Immunoelobulin domain 


*t.ie-uj 


79 ft 




10-78 


2085 


ig 


Immunoglobulin domain 


"i 7<»_1ft 


40.9 


2 


113-172 


2085 


ig 


Immunoelobulin domain 


ft nfti R 


ISO 


3 


211-272 


2085 


ig 


Immunoelobulin domain 


^ 7«v-ftR 


1^ 4 


4 


309-370 


2085 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


ft ftl R 


7 0 


1 


326-382 


2085 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2085 


ie 


Immunoelobulin domain 


ft ftftlO 


io,u 


5 


404-465 


2085 


ie 


Immunoelobulin domain 


7 7«-ft7 


28.5 


6 


500-564 


2086 


P53 


P53 


'X c« ftO 


JJ.O 


1 


7-32 


2087 


Apolipoprotein 


Apolipoprotein Al/A4/r£ tamiiy 


7 1 


42.3 


1 


93-168 


2087 


DUF260 


Protein of unknown tunction uurzou 


ft 64 


3.5 


1 


94-107 


2087 


Adeno PLX 


Adenovirus hexon-associated protem ( 


ft 40 


4.4 


1 


95-110 


2087 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


1 


134-180 


2087 


Apolipoprotein 


Apolipoprotein A1/A4/E tamiiy 


ft ftl 1 


1ft S 


2 


172-258 


2087 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


ft 514 


1 9 


1 


264-306 


2088 


Apolipoprotein 


Apolipoprotein Al/A4fJ& iamiiy 


2.3e-ll 


42.3 


1 


93-168 


2088 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 


1 


94-107 


2088 


Adeno PDC 


Adenovirus hexon-associated protein ( 


0.49 


4.4 


1 


95-110 


2088 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


ft 19 


6 9 


1 


134-180 


2088 


Apolipoprotein 


• ■%* a ^* A 1 / A AtC Fn .m Mil 

Apolipoprotein A1/A4/E lamily 


ft ftl 1 


10 5 

iV.J 


2 


172-258 


2088 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


ft R4 


1.9 


1 


264-306 


2089 


DUF717 


tv^l J ^riiMl^MAnm ^vmrvfriftvt fill 1 V* i 1 / I 

Protein ol unknown runcuon juur fit) 




4.0 


1 


68-80 


2089 


MHC I 


Class 1 HistocompanDiuty antigen, a 


0.69 


3.7 


1 


185-198 


2090 


Pox D5 


Poxvirus D5 protein-like 


1 


2.2 


1 


21-33 


2090 


phoslip 


Phospholipase A2 


3.4e-49 


172.4 


1 


26-150 1 


2090 


RFX_DNA_bindi 
ne 


RFX DNA-binding domain 


0.84 


2.9 


1 


55-62 


2092 


MR MLE N 


Mandelate racemase / muconate lactoni 


1.6e-05 


17.0 


1 


54-157 


2092 


Peptidase S26 


Signal peptidase I 


0.38 


3.8 


1 


" 99-129 


2092 


CheR N 


CheR methyltransf erase, all-alpha dom 


0.4 


6.7 


1 


103-119 


2092 


MR MLE 


Mandelate racemase / muconate lactoni 


2.5e-08 


29.9 


1 


236-298 


2094 


PP2C 


Protein phosphatase 2C 


1.2e-71 


248.2 


1 


136-412 


2095 


EGF 


EGF-like domain 


0.64 


6.1 


1 


3-29 


7095 


EGF 


EGF-like domain __ 


6.2e-05 


20.5 


2 


35-68 
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ID 
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E value 


Score 


Repeats 


Position 


2095 


EGF 


T7/^H7 1 lira A nm 1 in 


0.00015 


19.1 


3 


94-131 


2096 


7tm 1 


"7 fmnomamKr^nP l"Pf*f*ritnr (fYl fMjODSlll t 

/ UaDSmemOT*ulc iCT*c|/ivi. ^uwuv}/om * _ 


8.6e-47 


138.9 




83-332 


2097 


7tm 1 


*7 tmnnmamVtrOnP Tf*f*PT\\fV ( t\\ f)fl OD SI Tl t 

/ unnsmem orotic icvcpiui ^iiwwjjijhj *. 


8.6e-47 


138.9 




83-332 


2098 


DSL 


Delta serrate liquid 


0.018 


9.3 




22-37 


2098 


EGF 


EGF-like domain 


0.0067 


13.2 




44-71 


2098 


TIL 


lrypsm Inniuitor luce cysteine nwi 


0.33 


4.8 




46-66 


2098 


DSL J 


Delta serrate ligand 


0.48 | 


4.7 




56-71 


2099 


TEP1 N 


1 \LY 1 N -terminal domain 


0.85 


4.7 




36-65 


2099 


Pox A46 


Poxvirus A46 family 


0.55 


2.5 




61-75 


2099 


ExoD 


Exopolysaccnance synxnesis, l^xuu 


0.82 


2.4 




124-147 


2099 


RhoGAP 


RhoGAP domain 


4e-28 


95.9 




161-255 


2102 


myosin head 


Myosin head (motor domain) 


6.3e-56 


189.4 




9-183 


2102 


ATP bind2 


P-loop ATPase protein family 


0.16 


4.9 ! 




75-88 


2102 


PRK 


PnospnoriDUloianase / unoine Kinase 
fa 


0.14 


5.2 




77-88 


2103 


myosin head 


Myosin head (motor domain) 


6.3e-56 


189.4 




9-183 J 


2103 


ATP bind2 


P-loop ATPase protein family . 


0.16 


4.9 




75-88 


2103 


PRK 


Phosphonbulokmase / unoine Kinase 
fa 


0 14 


5.2 




77-88 


2105 


kazal 


Ksw-al-type serine protease inhibitor 




33.5 




73-117 


2105 


thyroglobulinj 


Thyrogjobulin type-1 repeat 


7.7e-19 


72.8 




255-317 


2108 


BEX 


Brain expressed X-linked like family 




266.4 




79-190 


2108 


ChaC 


ChaC-like protein 




4.5 




132-157 


2108 


IlvC 


Acetohydroxy acid isomer or eductase, 
ca 


0 14 


5.9 




133-162 


2109 


LRRCT 


Leucine rich repeat C-terminal domain 


8.5e-09 


28.1 




45-91 


2109 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 




219-242 


2112 


Inh 


Protease inhibitor Inh 


0.026 


9.0 




19-44 


2112 


ank 


Ankyrin repeat 


0.0042 


14.2 




26-45 


2113 


DUF370 


Domain of unknown function 

/TYI TU'l Hf\\ 

(DUr3/U) 


1 


3.5 




24-39 


2113 


ApoL 


Apolipoprotein L 


4e-191 


645.1 




46-348 


2113 


HupH C 


HupH hydrogenase expression protein, 


0.99 


2.7 




119-134 


2114 


DUF370 


Domain of unknown function 

/"rvr rci*7A\ 
[DUroiv) 


1 


3.5 




24-39 


2114 


ApoL 


Apolipoprotein L 


4e-191 


645.1 




46-348 


2114 


HupH C 


HupH nyurogenase expression proiem, 


0.99 


2.7 




119-134 


2115 


MAM 


MAM domain 


1.5e-43 


154.8 




3-102 


2116 


MAM 


MAM domain 


1.5e-43 


154.8 




3-102 


2117 


CBF 


Uor/MaRZi iamny 


0.00014 


14.4 




32-65 


2118 


PLA2 B 


L»ysopnospnoiipase cauuyuc uuiuoui 


7.6e-30 


104.2 




14-143 


2118 


tx.t it* ion 

DUF188 


uncnaractenzeu t>^i\, 1 an/ 1 4*1^ 
family CO 


0.9 


2.9 




140-151 


2119 


PLA2 B 


LySOpDOSpnOlipaSC Kuaiyut* uuiuain 


7.6e-30 


104.2 




14-143 


2119 


DUF188 


Uncharacterized BCR, Yail/Y qxD 
family CO 


0.9 


2.9 




140-151 


2121 


p450 


Cytochrome P450 


1.6e-05 


16.5 




31-143 


2121 


Phage attach 


Phage Head-Tail Attachment 


0.97 


1.6 




100-111 


2122 


ie 


Immunoglobulin domain 


1.5e-12 


49.8 




38-96 


2122 




Immunoglobulin domain 


2.3e-Q6 


26.7 




134-213 


7.172 


CD36 


CD36 family 


0.38 


3.9 




246-271 


2122 


Neur chan mem 
b 


Neurotransmitter-gated ion-channel tra 


0.69 


2.3 




261-270 


7123 


IE 


Immunoglobulin domain 


1.5e-12 


49.8 


1 


38-96 
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TABLE 4B 



SEQ 
ID 

Z1ZJ 


Model 

ig 


Description 

Immunoglobulin domain 


E_jvalue 
2.3e-06 


Score 

26.7 


Repeats 
2 


Position 
134-213 


2123 
2123 

2124 


CD36 

Neur_chan_mem 

D 

ig 


CD36 family 

Neurotransmitter-gated ion-channel tra 
Immunoglobulin domain 


0.38 
0.69 

1.5e-12 
2.3e-06 


3.9 
2.3 

49.8 
26.7 




246-271 
261-270 

38-96 
134-213 


2124 
2124 
2124 

2125 


ie 

CD36 

New chanjnem 
b 

C2 


Immunoglobulin domain 
CD36 family 

Neurotransmitter-gated ion-channel tra 
C2 domain 


0.38 
0.69 

0.15 


3.9 
2.3 

6.6 




246-271 
261-270 

33-48 


2125 
ZiZo 


C2 1 


C2 domain 

Protein of unknown function 
(DUF1058) 


8.3e-37 
0.49 


125.8 
2.3 




92-180 
80-93 


ZIZO 
ZlZ/ 

2127 


Pan lv>f17"R nrnn 

eo 

111-0- IO j 
GUT 


Reprolysin family propeptide 

Interfer on-induced 6-16 family 
GLTr repeat (6 copies) 


1.9e-05 

3.7e-46 

0.18 

0.18 


17.5 

159.7 

7.7 

7.1 




155-208 

41-123 

50-78 

106-124 


2127 
2128 
2128 
2128 


CRCB 

abhydrolase 

lipase 

abhydrolase 


CrcB-like protein 
alpha/beta hydrolase fold 

alpha/beta hydrolase fold 


0.02 
0.64 
0.0083 


9.2 
3.7 
10.5 




74-127 
98-126 
167-237 


2128 

Ol 70 

ZIZo 


DLH 

T TP 


Dienelactone hydrolase family 

Secretory lipase 


0.4 
0.012 


3.6 
8.6 




169-196 
178-203 


ZIZo 
ZIZo 


U" ruzz / 

EDnyuTOladC x» 


Uncharacterised protein family (UPF02 
Phospholipase/Carboxylesterase 


0.38 
0.015 


4.9 
10.1 




179- 209 

180- 203 


2128 

2129 
zizy 


Peptidase M10_ 
N 

abhydrolase 
lipase 


Matrix metalloprotease, N-terminal do 

alpha/beta hydrolase fold 
Lipase 


0.63 

0.02 
0.64 


2.5 

9.2 

3.7 




209-230 

74-127 
98-126 


2129 
2129 

01 7Q 

ZlZ? 


abhydrolase 
DLH 

T TP 


alpha/beta hydrolase fold 
Dienelactone hydrolase family 
Secretory lipase 


0.0083 

0.4 

0.012 


10.5 

3.6 

8.6 




167-237 
169-196 
178-203 


71 oo 

zizy 


T TPFH997 


Uncharacterised protein family (UPF02 


0.38 


4.9 




179-209 


2129 


abhydrolase_2 


Phospholipase/Carboxylesterase 


0.015 


10.1 




180-203 


01 70 
zizy 

2130 


N 

Collagen 


Matrix metalloprotease, N-terminal do 

Collagen triple helix repeat (20 copie 
Collagen triple helix repeat (20 copie 


0.63 

1.4e-06 
2Je~05 


2.5 

27.0 
22.3 




209-230 

1-38 
39-74 


2130 

9111 


SRCR 
f^ollaffen 


Scavenger receptor cysteine-rich domai 
Collagen triple helix repeat (20 copie 
Collagen triple helix repeat (20 copie 


z.oe-io 
1.4e-06 
2.5e-05 


27.0 
22.3 




90-126 

1-38 

39-74 


2131 


SRCR 


Scavenger receptor cysteine-rich domai 


2.6e-16 


59.1 




90-126 


2132 
9119 


RICH 
DUF260 


RICH domain 

Protein of unknown function DUF260 


0.3 
0.047 


5.4 
7.1 




290-320 
425-447 


2132 
2132 


Ter 

Tropomyosin 


DNA replication terminus site-binding 
Tropomyosin 


0.019 

f\ 77 


7.5 
A. 7 




427-450 
468-506 


2132 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.044 
0.83 


8.0 
5.2 




482-506 
501-508 


2132 
2132 


AgrD 
K-box 


Staphylococcal AgrD protein 
K-box region 


0.0023 


12.6 




" 569-602 


2132 


Tfb2 


Transcription factor Tfb2 


0.98 


-1.2 




591-610 


2132 


RRF 


Ribosome recycling factor 


0.5 


5.0 


2 


696-727 


2132 


G- gamma 


GGL domain 


0.33 


5.0 


1 


717-738 


2132 


DUF260 


Protein of unknown function DUF260 


0.39 


4.2 


2 


821-843 


2132 


bZLP 


bZIP transcription factor 


0.52 


5.5 


2 


835-873 
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TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 
1 


Score 

2.9 


Repeats 


Position 

850-867" 


2132 
2132 

Till 
2133 
2133 


Lipoprotein^ 1 
DNAjigaseJSl 

KRAB 

Androgen recep 
TFIIS 


Lepidopteran low molecular wei^it (30 

NAD-dependent DNA ligase 

adenylation 

KRAB box 

Androgen receptor 

Transcription factor S-II (TFIIS) 


0.081 

2.9e-27 
0.71 

0.73 | 


5.7 

100.7 

0.7 

5.1 




868-888 

61-101 

70-80 

324-334 


2133 
2133 
2133 
2133 

2133 
9111 


zf-C2H2 
zf-C2H2 
zf-BED 

mRNA_cap_enzy 
me 

XPA N 
zf-C2H2 


Zinc finger, C2H2type 
Zinc finger, C2H2type 
BED zinc finger 

mRNA capping enzyme, catalytic 
domain 

XPA protein N-terminal 
Zinc finger, C2H2 type 


3.5e-05 
1.3e-06 

A 11 
A 

n 78 1 

2.9e-07 

0.89 


25.4 
31.2 

S 7 
A <L 

5.1 

33.8 

4.8 


2 
3 
3 


324-346 
352-374 
354-375 
377-392 

377-389 
380-402 
408-418 


2133 
2133 
2133 
2133 


TFIIS 

zf-C2H2 

zf-C2H2 

roRNA_cap_enzy 
me 


Transcription factor S-U (TFIIS) 

Zinc finger, C2H2 type 

Zinc finger, C2H2 type 

mRNA capping enzyme, catalytic 

domain 


ze-uo 
1 ,oe-vj 

U.D0 


1ft 4 
96 R 
ft S 


4 

5 
2 


408-430 
436-458 
461-476 


2133 


XPA N 


XPA protein N-terminal 


A *79 

U. /o 


« 1 
~>.l 


4 


461-473 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


c >«<»_A7 

j.*te-u/ 


1? 7 


6 


464-486 


2133 


TFIIS 


Transcription factor S-II (TFllS) 


A 7Q 


O.J 


5 


492-502 


2133 


zf-C2H2 


Zinc finger. C2H2 type 


i.ie-uo 

A M 


j 1. j 
7 8 


7 
6 


492-514 
517-529 


2133 
2133 


XPA N 
TFUS 


XPA protein N-terminal 
Transcnption factor S-ll ( l tub) 


A ^7 


5.5 




520-530 


2133 


zf-C2H2 


Zinc finger. C2H2 type 


O Oa_A7 

y.ze-u / 


11 R 
j 1.0 


8 


520-542 


2133 


XPA N 


XPA protein N-terminal 


n 07 


4.8 


7 


545-557 


2133 


TFIIS 


Transcnption factor S-II (TFIIS) 


A 1A 


7 6 


7 


548-558 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


9 


548-570 


2133 


zf-C3HC4 


Zinc finger, C3HC4 type (KJLNU tinger) 


A 12 


3.3 


1 


560-581 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


1. 1CVAJ 


31.5 


10 


576-598 


2133 


TFIIS 


Transcnption factor S-II (TFIIb) 




00 


g 


604-614 


2133 


zf-C2H2 


Zinc finger, C2H2 type 




33.8 


11 


604-626 


2133 


zf-BED 


BED zinc finger 


n fid 


4.8 


3 


609-627 


2133 


DC1 


1/2 604 619.. 19 44 


A Ifi 


6.2 


2 


632-647 


2133 


zf-C2H2 


Zinc finger, C2H2 type 




19.9 


12 


632-655 


2137 


aminotran 3 


Aminotransferase class-in 




31.3 


1 


55-114 


2137 


OATP N 


Organic Anion Transporter roiypepnae 


0.81 


4.0 


1 


140-158 


2137 


aminotran 3 


Aminotransferase class-DI 


8.1e-63 


208.6 


2 


181-409 


2138 


aminotran 3 


Aminotransferase class-ID 


1.2e-09 


31.3 


1 


55-114 


2138 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


140-158 


2138 


aminotran 3 


Aminotransferase class-Ill 


8.1e-63 


208.6 


2 


181-409 


2139 


trypsin 


Trypsin 


1.3e-25 


79.1 


1 


8-114 


2140 


Glycos_transf_l 


Glycosyl transferases group 1 


1.7e-17 


64.4 


1 


99-194 


2141 


MHYT 


Bacterial signalling protein N termina 


ft 6 


4.2 


1 


291-328 


2142 


Eur 


r«/TP_1Hrf* Hnmain 


8.8e-09 


34.4 


1 


1-30 


2142 


EGF 


EGF-like domain 


l.5e-07 


30.0 


2 


41-72 


2142 


EGF 


EGF-like domain 


0.0091 


12.7 


3 


82-107 


2142 


EB 


EB module 


0.077 


7.1 


2 


116-148 


2142 


EGF 


EGF-like domain 


1.3e-07 


30.2 


4 


116-148 


2142 


EGF 


EGF-like domain 


0.022 


11.3 


5 


157-181 


2143 


AdoHcyase 


S-adenosyl-L-homocysteine hydrolase 


0.0022 


9.6 


1 


1-15 


2143 


AdoHcyase_NA 
D 


S-adenosyl-L-homocysteine hydrolase, 
NA 


0.0012 


13.8 


1 


16-27 


2144 


UQ con 


Ubiquitin-conjugating enzyme 


0.0058 


11.9 


1 


31-61 
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TABLE 4B 



SEQ 
ID 


Model 


Description 


Ejvalue 
5.8e-25 


Score 
91.7 


Repeats 
2 


Position 
89-156 


2144 
2145 


UQ con j 
Prominin 


Ubiquitin-conjugatmg enzyme 
Promimn 


2.1e- 
113 


364.0 


1 


25-213 


2145 


SPDY 


Domain of unknown function 

mi i m i T\ 
|L>Ur3L /) 


0.15 
6.7c-30 


6.5 
944 


1 
2 


87-100 
214-286 


2145 
2145 


Prominin 

Prominin 


Prominin 
Prorninin 


1.9e- 
139 


448.0 


3 


287-510 


2146 


fibrinogen__C 


Fibrinogen beta and gamma chains, C- 


6.5e-54 


184.0 




13-231 


2147 


fibrinogen^ 


Fibrinogen beta and gamma chains, O 
ter 


6.5e-54 


184.0 




13--" l 


2148 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


6.5e-54 


184.0 


1 


13-231 


2150 

2151 
2151 
2151 


DUF381 

aa permeases 
Pox 15 

serine carbpept 


Domain of unknown function 
(DUF381) 

Amino acid permease 
Poxvirus protein 15 


0.48 

7e-24 
0.24 
0.41 
0.4 


4.4 

89.2 
6.0 
2.3 
5.5 




29-35 

6-294 
85-102 
301-321 
410-463 


2153 
2154 
2155 
2156 
2156 

2156 
2159 
2159 


spectrin 
spectrin 
Peptidase M20 
sugar tr 
Octopine_DH 

sugar tr 

bromodomain 

bromodomain 


Spectrin repeat 
Spectrin repeat 

Peptidase family M20/M25/M40 
Sugar (and other) transporter 
NAD/NADP octopine/nopaline 
aenyarogendi 

Sugar (and other) transporter 

Bromodomain 

Bromodomain 


0.4 

O.00O38 

0.11 

0.26 

5e-08 

9.5e-45 

3e-40 


5.5 
14.5 
5.5 
4.6 

28.1 

158.8 

143.5 


"1 


410463 
39-120 
47-103 
153-169 

201-336 

74-163 

367-456 


2159 
2159 
2159 
2159 
2159 
2161 


Alpha adaptin_C 

Phage X 

eIF3c N 

Vitellogenin^ 

Herpes 

ie 


Alpha adaptin AP2, C-tenrunal domain 

Phage X family 

Eukaryotic translation initiation fac 
Lipoprotein amino terminal region 
T-Tpmpq virus U44 nrotein 
Immunoglobulin domain 


0.48 

0.97 

0.51 • 

0.61 

0.47 

6.4e-06 


2.6 
3.7 
1.2 
1.5 
3.1 
25.0 




406-418 
449480 
484-570 
495-550 
526-540 
58-118 


2164 
2164 
2165 
2165 
/loo 
xioo 

1 1 ALA. 

Zloo 

ZiOO 


pkinase 
TMP 
pkinase 
TMP 

giurareooAiii 

UjI in 
hot C 

TTT 11 


Protein kinase domain 

TMP repeat 
Protein kinase domain 
TMP repeat 
frl ntaredoxin 

Glutathione S -transferase, N-terminal 
Glutathione S-transf erase, C-terminal 
Hprnpwini s 1 TT 2 1 


2.6e-38 

0.37 

2.6e-38 

0.37 

0.00075 

0.019 

0.00013 

0.98 


136.6 

8.0 

136.6 

8.0 

15.0 

11.1 

17.6 

0.3 


■ 

1 

1 
1 


7-108 
74-84 
7-108 
74-84 

12- 65 

13- 63 
189-281 
212-240 


ZlO / 

2167 
2167 
2167 
2167 
2169 


UJUZ1 

Pa/TP 

raoiv 

Collagen 

Collagen 

Clq 

TOBE 

Sec6 


Transcriptional regulator PadR-like f 
Collagen triple helix repeat (20 copi 
Collagen triple helix repeat (20 copi 
Clq domain 
TOBE domain 

Exocyst complex component Sec6 


0.22 

2.4e-05 

1.5e-07 

2.9e-72 

0.5 

0.71 


6.1 

22.3 

30.6 

1€fl 1 

6.3 
2.3 


1 

1 


18-31 

43-76 

77-122 

1^2-257 

223-242 

166-194 


2169 


BRCT 


BRCAl C Terminus (BRCT) domain 


0.0053 


11.4 




278-315 


2169 


Chitin bind 3 


Chitin binding domain _ 


0.95 


2.1 




308-321 


2169 


BRCT 


BRCAl C Terminus (BRCT) domain 


0.00072 


14.3 


2 


329-369 


2169 


BRCT 


BRCAl C Terminus (BRCT) domain 


5.7e-19 


65.1 


3 


378-451 


2169 
2169 


BRCT 
RinB 


BRCAl C Terminus (BRCT) domain 
Transcriptional activator RinB 


4e-19 
0.33 


65.6 
5.4 


4 
1 


536-622 
595-646 
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TABLE 4B 



SEQ 
ID 

2169 
2170 


Model 

BRCT 
Seco 


Description 

BRCA1 C Terminus (BRCT) domain 

T^Ynruct rnmnlex COTTIDOIient Sec6 


Ejvalue 

0.028 
0.71 


Score 

9.0 
2.3 


Repeats 

5 
1 


Position 

645-680 
166-194 


2170 
2170 
2170 


BRCT 

Chitin bind_3 
BRCT 


BRCA1 C Terminus (BRCT) domain 

Chitin binding domain 

BRCA1 C Terminus (BRCT) domain 


0.0053 

0.95 

0.00072 


11.4 

2.1 

14.3 


1 
1 

2 


278-315 
308-321 
329-369 


2170 
2170 


BRCT 
BRCT 


ddpai r* TWmirmc fRRf domain 
dRLAi i> lerminus ^piv^ * j wmuuu. 

BRCA1 C Terminus (BRCT) domain 


5.7e-19 
4e-19 


65.1 
65.6 


3 
4 


378^51 
536-622 


2170 
2170 
2172 
2172 


RinB j 
BRCT J 
LRRCT 
UPF0118 


Iranscnptionai acnvaior .mud _ 

r>T>o a i r* Tarmimie fRPn*l domain 
JoROA it 1 erminus \i3i\a^ ij uimmm _ 

t „.._^ Mn *_t_ —^w»>m»+ /^_tMTTi , irmt domain 

Leucine ncn repeal v^-ieiimiiai umuoui 
Domain or un Known iuncuuii uui /.v 


0.33 
0.028 
8.5e-09 
1 


5.4 
9.0 
28.1 
2.9 


5 
I 
I 


595-646 
645-680 
45-91 
219-242 


2173 
2173 
2173 


Na Ca Ex 
COX17 


Immunoglobulin domain 

Sodium/calcium exchanger protein 

Cytochrome u oxioase copper 
chaperone 


7.9e-06 

0.86 

0.68 


24.7 ! 

4.3 

3.6 


I 
j 
I 


39-93 

133-148 

196-209 


2174 


TB2_DP1JHVA 
22 


loz/Llr I, riVAZZ ramliy 


3.8e-34 


123.6 


I 


18-111 


2174 


ELM2 


elivu aomain 


0.53 


5.2 


I 


114-139 


2175 


An peroxidase 


A «iiinn1 Imam norAVInQCP 


1.3e-91 


311.6 


I 


2-232 


2175 


7tm 1 




0.22 


2.7 


I 


24-32 


2175 


Peptidase^Cl 


Papain iamiiy cysteine proie<u>o 


0.76 


2.1 


I 


117-134 


2176 


An_peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 


-[ 


2-232 


2176 


7tm 1 


7 transmemorane recepxor ^rnuuup&uj -l 


0.22 


2.7 




24-32 


2176 


Peptidase CI 


r apam iamiiy cysieine protease 


0.76 


2.1 


I 


117-134 


2177 


An_peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 




2-232 


2177 


7tm 1 


/ tl^nSTnemDraiie reccpivji ^iihjuu|jdjh j. 


0.22 


2.7 


I 


24-32 


2177 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 


1 


117-134 


2178 


DUF846 


fcrUKsryotic protein 01 uniuiuwii imiwiu 


0.0084 


8.0 




55-84 


2179 


UPF0137 


¥ t i — i~_:«/>J nrntpm famitv ^ 1 1PP0 1 

UncnaracteriseQ proxein idmny v.*-' 171 u 1 


0.04 


7.4 


I 


341-366 


2179 


PS_pyruvJrans 


Polysaccharide pyruvyl transferase 


0.55 


3.3 




355-411 


2180 


COX17 


Cytochrome C oxidase copper 
chaperone 


0.51 


4.0 


- 


39-60 


2180 


Rlla 


Regulatory summit 01 type 11 rxux jv-s 


le-14 


54.8 




67-104 


2180 


SURF6 


Surfeit locus protein 6 


0.027 


12 




84-155 


2180 


cNMP binding 


Cyclic nucleotide-binding domain 


7.2e-31 


112.5 


j 


194-282 


2180 


RNA_pol_Rpb2_ 
4 


RNA polymerase Rpb2, domain 4 


0.28 


62 




226-233 


2180 


cNMP_bindmg 


: i . t u . t- 3 = 

Cyclic nucleoude-bmoing domain 


9.4e-32 


115.7 




312-406 


2180 


Methyltransf_l 


o-C>-meinyiguamne ljix/y 
methyl transfera 


0.64 


4.3 




367-379 


2181 


PDZ 


HT\T J / Alert Im/Yum QQ HHR OT 

rU/j aomain ^aiso Known as urw*. ui 


6.7e-12 


43.7 


1 


5-86 


2182 


PLAT 


Of AT7T T-T> Hnmam 


L7e-31 


108.4 


x 


2-111 


2182 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 


I 


113-624 


2182 


DUF181 


Uncharacterized ACR, COG1944 


0.81 


2.4 




221-232 


2182 


PG bindingLl 


Putative peptidoglycan binding domain 


0.5 


5.6 




395-411 


2183 


PLAT 


PLAT/LH2 domain 


1.7e-31 


108.4 




2-111 


2183 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 




113-624 


2183 


DUF181 


Uncharacterized ACR, COG 1944 


0.81 


2.4 




221-232 


2183 


PG binding^l 


Putative peptidoglycan binding domain 


0.5 


5.6 




395-411 


7.184 


PLAT 


PLAT/LH2 domain 


1.7e-31 


108.4 




2-111 


7184 


lipoxygenase 


Lipoxygenase 


3.9e- 


655.1 




113-624 
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SEQ 
ID 

2184 
2184 


Model 

DUF181 

PG binding_l 


Description 

Uncharacterized ACR, COG 1944 
Putative pcpbdoglycan binding domain 


E_value 

194 
0.81 
0.5 


Score 

2.4 J 
5.6 


Repeats 

1 
1 


Position 

221-232 
395-411 


2186 
2186 
2186 
2192 


TFIIS 
DUF536 

FCH 

Aajtrans 


Transcription factor S-II (TFIIS) 
Protein of unknown function, DUF536 

Fes/CIP4 homology domain 

Transmembrane amino acid transporter 


1 

0.19 
0.5 

3.8e-09 


4.6 
7.9 
5.6 
33.4 


1 
1 
1 
1 


11-21 

265-284 
4-56 


2193 
2193 
2193 
2193 
2193 


EGF 
EGF 
EGF 
Cripto 

larainin EGF 


prote 

RHF-liVft domain 
EGF-like domain 
EGF-like domain 
Oipto growth factor 
1/3 32 60.. 2 43 


0.024 ! 

1.3e-06 

1.2e-09 

0.86 

0.025 

5.5e-07 


11.2 

26.6 

37.5 

3.4 

9.9 

27.9 


1 

2 

3 i 

1 

2 

4 


42-57 

60-88 

95-128 

101-132 

106-130 

135-171 


2193 
2194 
2194 
2194 
2194 
2195 
2195 
2195 
2196 
2197 
2197 
2199 


EGF 
M 

PP1 inhibitor 
bZIP 
TSC22 
ank 

G-patch 
Anti-silence 
endotoxin 
Peptidase M24 
DUF120 
PAAD DAPIN 


EGF-like domain 
M protein repeat 

PKC-activated protein phosphatase- 1 i 
1/2 65 82.. 48 65 
TSG-22/dip/bun family 
Ankyrin repeat 
G-patch domain 

Anti-silencing protein, ASFl-like 
delta endotoxin 
metallopeptidase family M24 
Domain of unknown function DUF120 
PAAD/DAPIN/Pyrin domain 


0.8 

0.78 

0.32 

0.045 

0.0017 

2e-16 

0.18 

0.85 

5.5e-69 

0.089 

1.3e-ll 

0.61 


7.1 

2.2 

6.2 

7.2 

15.6 

58.7 

5.1 

2.3 

239.3 

7.1 

41.6 

5.4 


1 
1 
2 
1 
2 
1 
1 
1 
1 
1 
1 
1 


64-84 
303-319 

398-415 

206-231 

319-363 

365-378 

134-151 

103-342 

184-195 

18-103 

67-87 


2199 
2199 
2199 
2199 
2199 
2199 
2200 

2200 
2200 
2201 


DHHA1 
UPF0160 
RNA helicase 
NACHT 
AAA 

Peptidase S15 
PDZ 

CDC50 
DUF100 
DIE2 ALG10 


DHHA1 domain 

T T<i-»/»VioTT>r»t/=»rJcf»H rvrntpiri femilv fUPFOl 
UncnaTadCI l&GU piULcm Acuxiii j v*^* * 

UNA helicase 
NACHT domain 

ATPase family associated with vanous 
X-Pro dipeptidyl-peptidase (S15 famil 
PDZ domain (Also known as DHR or 
GLGF 

LEM3 (ligand-eflect modulator 3) fami 
i>rr\+/>i« nf tmlmnwn function DUF100 
DIE2/ALG10 family 


1 

0.03 

3.8e-74 

0.15 

0.64 

8.1e-22 

1 

0.2 

1.5e-54 


2.3 

7.9 

252.4 

5.2 

2.1 

78.5 

2.1 
4.1 
191.4 


1 
1 
1 
1 
1 
1 

1 
1 
1 


75-86 

195- 215 

196- 365 

197- 215 
929-984 
35-114 

101-116 
117-130 
62-142 I 


2201 
2202 
2202 
2202 
2202 


DUF718 
run 

RbsD FucU 

HemX 

rrm 


iy»^fckiii tmVnmi/n fi motion ( f3UF718) 

RNA recognition motif. (a.k.a. RRM, R 
RpsD / rucu transport proicm lamiiy 
HemX 

t>xt A wvnonitinn motif ( ak a. RRM. R 
x> xt a rM>nan iti nn motif" ( a lea. RRM. R 


0.64 
1.3e-09 
0.53 
0.37 
4.6e-13 
' 4.3e-13 


4.4 
36.2 
3.4 
3.5 
48.6 
" 48.7 


1 

1 
1 
1 

2 
3 


70-77 

76-143 

138-162 

157-188 

201-268 

354-421 


2202 
2202 
2203 


ran 

rrm 

C tripleX 


t>xt A rpPAonifinn motif fa k a RRM. R 

Cysteine rich repeat 


1.4e-06 
2e-05 


25.5 
17.8 


4 

"} 


" 471-539 
76-93 


2203 


Bowman- 
Birk leg 


Bowman-Birk serine protease inhibitor 


1 


4.0 




85-100 


2203 
2203 


laminin EGF 
EGF 


Laminin EGF-like (Domains III and V) 
EGF-like domain 


0.32 
8.7e-06 


6.1 
23.6 




97-110 
115-143 


2203 
2203 


TIL 
EGF 


Trypsin Inhibitor like cysteine rich 
EGF-like domain 


0.0035 
7.5e-05 


11.0 
20.2 




134-155 
155-189 


2203 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


168-195 


2203 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


170-175 


[2203 
2203 


EGF 
EGF 


EGF-like domain 
EGF-like domain 


4.4e-05 
9.7e-09 


21.1 
34.3 


4 

5 


195-228 
240-275 
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SEQ 
ID 

2203 


Model 

MAM 


Description 

1V1/VIVI UUiilaul 


E^yalne 
9.2e-38 


Score 

135.6 


Repeats 
1 


Position 
421-566 


2204 
2204 


C triple* 
Bowman- 

Birkjeg 


i^ystcine ncn repeat 

Bowraan-Birk serine protease inhibitor 


2e-05 ! 
1 


17.8 
4.0 


1 | 
1 


76-93 
85-100 


2204 


laminm tsur 


F jiminin FOF-1ike ( Domains III and V) 
PJtTF-lilrf* Hnmain 


0.32 
8.7e-06 


6.1 

23.6 


1 

2 


97-110 
115-143 


2204 
2204 
2204 


EGF 
TIL 
EGF 


Trvncin inhibitor like cvsteine rich 

FfrF-lilrt 1 Hnmain 


0.0035 
7.5e-05 


11.0 

20.2 


I 

3 


134-155 
155-189 


2204 
2204 


TIL 
toxin 5 


Trvrvsifi Inhibitor like cvsteine rich 

Q^nrnmn chnrt trtYiTI 


0.26 
0.34 


5.1 
4.4 


2 
1 


168-195 
170-175 


2204 


EGF i 


PHTt lilrp Hnmain 


4.4e-05 i 


21.1 


4 


195-228 


2204 


EGF 


POT?-1iV#» Hnmain 


9.7e-09 
9.2e-38 


34.3 , 
135.6 


5 
1 


240-275 
421-566 


2204 
2205 


MAM 
TH1 


\A A \A Hnmain 
TH1 nrntpin 


0.91 


0.2 


1 


315-328 


2205 


Neg_reg 


M<»rrrafivr<> trsmcrrrntinnal regulator 


1 


2.3 


1 


587-596 


2205 


zf-MYND ; 


\ifVMn finopr 


2e-08 


27.7 


1 


654-688 


2206 


TH1 


i hi protein 


0.91 


0.2 


1 


315-328 


2206 


Neg_reg 


XTomfi\;p trrancfrintinnal TRPlllatOT 


1 


2.3 


1 


587-596 


2206 


zf-MYND 


my jnl? nnger 


2e-08 


27.7 


1 


654-688 


2207 


TH1 


I ri l protein 


0.91 


0.2 


1 


315-328 


2207 


Neg reg 


froTiCf*! itltinnal TPPlllntor 


1 


2.3 


1 


587-596 


2207 


zf-MYND 


jVki injj nnger 


2e-08 


27.7 


1 


654-688 


2208 


TH1 


im protein 


0.91 


0.2 


1 


315-328 


2208 


Neg reg 


Mi»rrO'h"V7f» t rcii 1 CfTint'innal nWlllatOT 


1 


2.3 


1 


587-596 


2208 


zf-MYND 


lvl i ini/ linger 


2e-08 


27.7 


1 


654-688 


2209 


Urotensin II 


urotensin 11 


0.36 


5.4 


1 


82-92 | 


2209 


fh2 


P-iVkt- /vn (±r-+i n tvrM* TT Hnmain 


0.55 


3.5 


1 


83-91 


2210 


RNA helicase 




0.03 


7.9 


1 


91-111 


2210 


NACHT 


VTApUT Hnmain 


3.8e-74 


252.4 


1 


92-261 


2210 


AAA 


a TDnrp frmvilv a<:<:nciated with various 


0.15 


5.2 


1 


93-111 


2211 


disintegrin 


Disintegrin 


3.3e-36 


123.1 


1 


4-79 


2211 


EGF 


T7^rT7_1i1rr> Hnmain 


0.0023 


14.8 


1 


231-258 


2213 


Zt-MYNU 




1 


3.8 


1 


38-45 


2213 


ank 


Ankyrin repeat 


4.4e-06 


24.9 


1 


159-187 


2213 


ank 


ADKyrin repeal 


6.9e-09 


35.0 


2 


191-223 


2213 


ank 




0.15 


8.6 


3 


224-256 


2213 


ank 


Ankyrin repeat 


9.7e-10 


38.0 


4 


258-290 


2213 


ank 


/vnicyrin re peat 


0.00014 


19.5 


5 


291-336 


2213 


LolA 


Ont-prr momKranp 1 i-nnrvr ntpin earner Iff 


1 


3.0 


1 


317-340 


2213 


ank 


/VJiKyrin repeat 


3.8e-08 


32.3 


6 


337-369 


2213 


ank 


Anicynn repeal 


0.49 


6.8 


7 


" 370-402 


2214 


interferon 


Tyito rfwrm a1r»Via/Kf»ta Hnmain 


3.7e-42 


145.6 


1 


27-116 


2215 


DUF602 


Prnf*>irt nfimlrnnwn function DUK602 


1.3e- 
202 


683.2 


1 


15-303 


2215 


Bromo MP 


Bromovirus movement protein 


0.062 


6.4 


1 


21-47 


2216 


DUF846 


Eukaryotic protein of unknown 
function 


0.012 


7.5 




120-150 


2718 


acid__phosphat 


Histidine acid phosphatase 


5.5e-13 


45.0 




137-232 


7219 


PH 


PH domain 


1.9e-20 


68.8 




78-238 


7719 


ArfGap 


Putative GTPase activating protein fo 


5.4e-50 


174.5 




259-379 


2219 


ank 


Ankyrin repeat 


1.9e-09 


36.9 




" 418-450 


2219 


ank 


Ankyrin repeat 


0.022 


11.6 




451-475 


2219 


SapB 2 


Saposin-Iike type B, region 2 


0.33 


6.5 




464-475 


7770 


PH 


PH domain 


1.9e-20 


68.8 




78-238 
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SEQ 

m 

2220 
2220 
9990 
9990 
9991 


Model 

ArfGap 

ank 

ank 

SapB 2 
PH 


Description 

Putative GTPase activating protein fo 

Ankyrin repeat 

Ankyriri repeat 
Saposin-like type B, region 2 
PH domain 


E_value 

5.4o-50 

1.9e-09 

0.022 

0.33 

1.9e-20 


Score 

174.5 

36.9 

11.6 

6.5 

68.8 

174.5 


Repeats 


Position 

259-379 

418-450 

451-475 

464-475 

78-238 

259-379 


9991 
2221 
2221 
9991 
9999 
2222 
9999 


ArfTJao 

ank 
ank 

SanB 2 
PH 

AHTran 


Putative GTPase activating protein fo 
Ankyrin repeat 
Ankyrin repeat 
Saposin-like type B, region 2 
PH domain 

Putative GTPase activating protein fo 
Ankyrin repeat 


5.4e-50 
1.9e-09 

ft ft99 

0.33 
1.9e-20 
5.4e-50 
1.9e-09 


36.9 

11.6 

6.5 

68.8 

174.5 

36.9 




418-450 

451-475 

464-475 

78-238 

259-379 

418-450 


2222 


ank 


Ankyrin repeat 


0.022 


11.6 




451-475 


2222 


SapB 2 


Saposin-like type B, region 2 




V.J 




464-475 


2223 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


2.4e-35 


127.6 




3-83 


2223 


Astacin 


Astacin (Peptidase family M12A) 


0.21 
0.51 


5.0 
3.3 




23-37 
71-83 


2223 
2223 


Phi 1 
disintegrin 


Phosphate-induced protein 1 conserved 
Disintegrin 


A AA1 O 


19 Q 

iz.y 




101-136 


2224 


Uteroglobin 


Uteroglobin family 


6.6e-09 


29.8 




1-88 


ZZZD 


wq ! 


Clq domain 


6.3e-06 


23.8 




98-138 


ZZZu 




Oraatin 


0.55 


4.8 




99-106 


ZJ.LI 


urnaun 


Oraatin 


0.55 
0.11 


4.8 
6.5 




99-106 
96-152 


ZZZo 

zz/y 

9990 


f~Jo rr AAA 

<Jm-v1 fRNA N 
ocryi uviNry_i^i 


Matrix protein (MA), pi 5 
Seryl-tRNA synthetase N-terminal 
doma 

Pentaxin family 


0.92 

4.3e~24 
0.07 


5.7 

83.3 
3.6 




241-258 

363-526 
501-515 


9990 
99^ 
99^3 


inn trans 
Sarcolioin 


Xanthomonas avirulence protein, Avr/P 

Ion transport protein 

Sarcolipin 


0.001 
0.56 


14.0 

5.3 




22-141 
95-123 


9914 


inn trans 

11/11 H vt* ifc* 


Ion transport protein 


0.001 


14.0 




22-141 


2234 


Sarcolipin 


Sarcolipin 


0.56 


5.3 




95-123 


2235 


zf-C2H2 


Zinc finger, C2H2 type 


0.033 


13.4 




100-123 


2235 


TFHD-31 


Transcription initiation factor IID, 3 


0.28 


5.7 




120-135 


2235 


zf-C2H2 


Zinc finger. C2H2 type 


0.14 


10.9 




134-156 


9918 


asp 


Eukarvotic aspartyl protease 


l.le-24 


87.5 




1-67 


2239 


Sulfatase 


Sulfatase 


4.5e-05 


18.1 




57-122 


2240 


Zn carbOpept 


Zinc carboxypeptidase 


3.7e-57 


193.6 




13-156 


2241 


Zn carbOpept 


Zinc carboxypeptidase 


3.7e-57 


193.6 




13-156 


2242 


NifU_N 


NifU-like N terminal domain 


1.7e-80 


277.6 




34-160 


2244 


zf-C2H2 


Zinc finger. C2H2 type 


0.00035 


21.4 




56-81 


9944 


zf-C2H2 


Zinc finger, C2H2 type 


0.012 


15.2 




90-117 


2244 


zf-C2H2 


Zinc finger, C2H2 type 


0.0039 


17.1 




123-147 


2245 


pktnase 


Protein kinase domain 


3.2e-90 


309.9 




49-341 


2245 


Glyco hydro 15 


Glycosyl hydrolases family 15 


0.18 


4.4 




501-551 


2248 


Clq 


Clq domain 


5.1e-23 


86.7 




27-135 


2249 


Allantoicase 


Allantoicase repeat 


A A1 A 

0.014 


G A 




1J— £~J 


2249 


Allantoicase 


Allantoicase repeat 


1.3e-57 


196.4 




' 46-206 


2250 


DNA ligase A_ 
C 


ATP dependent DNA ligase C terminal 
r 


0.67 


5.4 




25-48 


2250 




Immunoglobulin domain 


0.00019 


19.5 




51-165 


2250 


iR 


Immunoglobulin domain 


0.15 


8.7 




196-257 


2250 


ig 


Immunoglobulin domain 


0.0031 


15.0 




289-349 


2250 


SKL_channel 


Calcium-activated SK potassium 
channe 


0.035 


7.1 




377-397 



WO 2004/080148 



PCT/US2003/030720 



567 
TABLE 4B 



SEQ 
ID 

2251 
2251 
2251 
2251 
2251 


Model 
PH 

HS2ST 

LMP 

DUroUJ 

Pox A type inc 


Description 

PH domain 

Heparan sulfate 2-O-sulfotransferase 
LMP repeated region 
Prrrf*»m nf unknown function* DUF603 
Viral A-type inclusion protein repeat 


E_value 

2.4e-24 

0.27 

0.0012 

0.04 

0.32 

5e-05 


Score 

81.6 

4.4 

14.2 

6.4 

7.2 

20.1 


Repeats 


Position 

43-153 

160-182 

180-201 

193-207 

193-207 

226-246 


2251 
2251 
2251 
2251 
2251 
2251 
2251 


10 

RhoGEF 
DUF674 
Stigl 
PH 

RasGEFN 
RasGEF 


IQ calmodulin-bindinc motif 
RhoGEF domain 

Protein of unknown function (DUF674) 
Stigma-specific protein, Stigl 
PH domain 

Guanine nucleotide exchange factor fo 
RasGEF domain 


1.2e-69 

0.82 

0.6 

2.3e-13 
l.le-19 
7.2e-89 


236.9 

1.4 

2.3 

45.3 

71.3 

305.4 




267-448 
295-305 
396-441 

653-708 

1019- 

1204 


2251 

2252 
2252 
2252 


Adeno_terminal 

DUF630 
FGF 

tRNA-synt 2 


Adenoviral DNA terminal protein 

Protein of unknown function (DUF630) 

Fibroblast growth factor 

tRNA synthetases class II (D, K and N 


1 

0.7 
0.37 
0.74 
0.15 


1.7 

4.3 
4.4 

3.5 
5.1 




1195- 

1227 

584-597 

620-635 

646-658 

751-758 


2252 
2253 
2253 
2254 
2254 

2254 
2254 
2255 
2255 
2255 
2256 


Omega-atracotox 

K tetra ] 

BTB 

PXA 

Vps52 

trp syntA 

DUF965 

NosL 

NAC 

DUF240 

NosL 


Omega-atracotoxin 

va- rhannel tetramerisation domain 

DTD/Dn7 Anm Qin 

PXA domain 
Vps52/Sac2 family 

Tryptophan synthase alpha chain 
Bacterial protein of unknown function 
NosL 

NAC domain 

MG032/MG096/MG288 family 2 
NosL 


2e-34 
0.0015 
0.01 
0 

0.78 
0.33 
0.29 
0.76 
0.17 
0.29 


121.3 

14.2 

10.2 

1089. 

2 

3.1 
4.5 
4.9 
5.5 
6.7 
4.9 




26-114 
74-125 
90-110 
100-609 

179-216 
291-304 
104-128 
150-172 
176-191 
104-128 


2256 
2256 
2258 
2258 
2258 
2258 
2258 

2258 
ZZoi 
ZZoi 
zzol 


NAC 
DUF240 

SoxD 
zf-C2H2 
zf-C3HC4 
SPDY 

Dil9 
KmuL 

TOXT XJT 

1x5 IN IN 1 
Jrenpia_ojr _iiivc 


NAC domain 

Mfim2/MG0967MG288 femily 2 

7i«r» fin DIPT* 'f.'/. tVT5C 

Sarcosine oxidase, delta subunit farm 

Zinc finger, C2H2type 

Zinc finger, C3HC4 type (RING finger) 

Domain of unknown function 

(DUF317) 

Drought induced 19 protein (Dil9) 
RrrmC? fiamilv 

Importin-beta N-terminal domain 
Periplasmic binding proteins and suga 


0.76 

0.17 

le-12 

0.97 

0.00067 

0.3 

0.6 

O.uOuDo 
0.79 
2.1e-27 
0.21 


5.5 

6.7 

48.2 

4.2 

20.3 

3.6 

4.4 

3.1 

99.5 

4.7 




150-172 
176-191 
5-50 

79- 86 

80- 103 
95-115 
119-133 

314-330 
16-46 
34-113 
142-173 


2262 
2262 
7262 
2262 
2262 


Lasl 

MuDR 

BAR 

Adeno E1B 19K 
META 


Lasl -like 

MuDR family transposase 
BAR domain 

Adenovirus E1B 19K protein / small t- 
Domain of unknown function (306) 


1.6e-94 

0.17 

0.21 

0.43 

0.91 

0.00019 


320.7 

5.5 

5.2 

4.0 

5.3 
19.0 




55-203 

231-263 

347-363 

632-663 
1-33 


2263 
7263 


ank 

DMRL synthase 


Ankyrin repeat 

6,7-dimemyl-8-ribityllumazine synthas 


0.35 


5.0 




33-48 


2263 


hormone 


Somatotropin hormone family 


0.23 


2.6 




85-115 


2265 


ig 


Immunoglobulin domain 


4.1e-05 


22.0 




10-78 


2265 
7265 
2265 


ie 
ig 
i£ 


Immunoglobulin domain 

Immunoglobulin domain 
Immunoglobulin domain 


3.7e-10 
0.0018 

3.7e-08 


40.9 
15.9 
33.4 


2 
3 
4 


113-172 
211-272 
309-370 
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ID 


Model 


Description 


E_vame 


Score 


Repeats 


Position 


2265 


DNA_pol_t>_z 


DMA nrvlvmrrase tvoe B. organellar 


0.018 


7.9 


1 


"326-382 


2265 
2265 


UapA 


Orwritv-a«tf;ociated protein A 
TmmnTinHnhulin domain 


0.44 

0.0012 

7.7e-07 


2.4 

16.6 

28.5 


1 
5 
6 


335-357 
404-465 
500-564 


2265 
2269 
2269 


ie 

efhand 1 
COX17 


Immunoglobulin domain 

T7T7 Vtortrl 

cr nana 

Cytochrome C oxidase copper 


2.8e-08 
0.42 


33.9 
4.2 


1 
1 


60-88 
85-92 


2269 




efhand 


PP hand 


0.0033 


15.3 


2 


96-124 


2269 


efhand 


EFhand 


8.5e-05 


21.1 


3 


133-161 


2269 


PCRF j 


rLKr aomain 


0.43 


6.1 


1 1 


160-176 


2269 


DUF21 


Domain of unknown function DUF21 


0.18 


6.4 


1 


165-189 


2269 


efhand 


nana 


5e-09 


36.7 


4 


169-197 


2270 


UPF0061 


n««»,or«^TpH APR YdiIJ/IJPFG061 
Uncnaractenzea Av^iv, i uiu/urrwui 

fam _ 


1.2e-14 


51.3 


1 


15-61 


2270 


UPF0061 


Uncnaractenzea av>k, raiu/urrvi/ui 
fam 


6.8e-52 


182.6 


2 


95-275 


2270 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


1 


369-384 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF006l 
fam 


1.2e-05 


19.1 


3 


399-440 


2270 


UPF0061 


Uncnaracterizea auk, xaiu/urrwoi 
fam 


1.9e-49 


174.5 


4 


501-654 


2270 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


2 


748-763 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e~05 


19.1 


5 


778-819 


2271 


UPF0061 


(jncnaractenzeo aljv, iaiu/urr wu x 
fam 


1.2e-14 


51.3 


1 


15-61 


2271 


UPF0061 


Uncnaracterizeu auk, i oiu/urruwi 
fam 


6.8e-52 


182.6 


2 


95-275 


2271 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


1 


369-384 


2271 


UPF0061 


T U«Un««tori-7tvl A pr VHil T/T IPF0061 

uncnaractenzea a v>iv, iuiu/urr * 
fam 


1.2e-05 


19.1 


3 


399-440 


2271 


UPF0061 


Titi/.ka«(^ri7w1 APR YHiT J/UPF0061 
uncnaiacieiizcu /\.vv>rv, * uiu/ wi j. vuui 

fam 


1.9e-49 


174.5 


4 


501-654 


2271 


— — : — 

Flavodoxin 2 


T7lo\f/v1r»vi-n-1ilfft fold 


0.66 


3.3 


2 


748-763 


2271 


UrrUUOl 


TWriararierized ACR. YdiU/UPF0061 

fam — 


1.2e-05 


19.1 


5 


778-819 


22/2 


/tm_i 


7 transmembrane receptor (rhodopsin 
fam 


9.7e-25 


72.7 


1 


1-107 


2-115 


T T>1> 


T murine Rich ReDeat 


0.00057 


16.1 


1 


40-63 


L2.I5 




T ^uritip Rich ReDeat 

J_>CUv>Ulv/ XVI VII *wpv€*fc 


0.004 


13.3 


3 


88-113 


12.15 


T DP 


T murine Rich Repeat 


0.84 


5.4 


4 


114-131 




MiYUr-uinuing 


AMP-bindine enzvme 


6.9e-18 


64.1 


1 


20-135 




cyityviii umc y 


f!vtnchrotne c 


0.92 


3.7 


1 


94-110 


7275 


cNMP_binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 


1 


126-216 


2275 


RasGEFN 


Guanine nucleotide exchange factor to 


0.00023 


17.5 


1 


O/l 1 IOC 


2275 


Pseu a virulence 


Avirulence protein 


0.91 


1.9 


1 


272-285 


2275 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2e-09 


35.0 


1 


361-412 


2276 


cytochrome c 


Cytochrome c 


0.92 


3.7 


1 


94-110 


2276 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 


1 


126-216 


2776 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 


1 


241-285 


2276 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


1 


272-285 


2276 


PDZ 


PDZ domain (Also known as DHR or 


2e-09 


35.0 


I 


361-412 
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ID 


Model 


Description 
GLGF 


E_value 


Score 


Repeats 


Position 


2280 
ZzoU 

2281 


Ricin B lectin 
ArsA ATPase 


OXW lectin repeat 
Methvl-coenzvme M reductase beta 
subun 

Anion-transporting ATPase . 


0.14 
0.98 

0.54 
1.4e-25 


8.2 
2.1 

3.1 

89.8 | 


; . 
. _: 


50-77 
68-76 

26-52 
111-202 


2281 
2281 
2281 
2282 


JrarA 
rriZ 

cadherin 


p ar A femilv ATPase 
Stem cell factor 
Formin Homoloev 2 Domain 
(Cadherin domain 


l.lc-27 

0.027 

6e-20 


90.4 

8.8 

71.3 


1 
1 
1 


206-259 
221-238 
3-81 


2282 
2283 
2283 


cadherin 
cadherin 
cadherin 


Poffhprin domain 
("tnrfhprfn domain 

Cadherin domain . 


5.9e-21 

6e-20 

5.9e-21 


74.8 
71.3 
74.8 


1 

2 


118-191 

3-81 

118-191 


2284 
2284 


PH 

DUF1041 


Pl-J rlnmnin 

Domain of Unknown Function 


7.9e-10 
1.6e-07 


33.6 
28.1 


1 


4-92 
206-237 


2285 


r j» — i — — 

Renal dipeptase 


P pn nl rfiiv*ntidase 


9.3e-05 


15.8 


1 


74-102 


2286 


aa permeases 


Amino Qr»iH t^mtopji^p 


7e-24 


89.2 


1 


6-294 


2286 


Pox 15 


Pnvuimc Tvrrrfpin IS 
rOAVJI Uo pi mem i~» 


0.24 


6.0 


1 


85-102 


2286 


serine carbpept 




0.41 


2.3 


1 


301-321 


2287 


THF DHG CYH 


Tetrahydrofolate dehydroEenase/cycloh 


2.3e-ll 


32.7 


-\ 


62-123 


2287 


THF_DHG_CYH 
C 


T*^«ft~iVi^//1rr»frk1atp HpVivdropenase/cvcloh 


6.1e-10 


36.6 




125-171 


2287 


FTHFS 


c nrm o+p tf+rnh vrirofbl ate lipase 


0 


1365. 
1 


1 


302-921 


2288 


— T3 — u — r~l 

acid phospnat 


T-ficHHinp. acid nhosnhatase 


0.038 


6.9 


1 


391-407 


2288 


rJYLN rea \ 


NADPH-dependent FMN reductase 


0.94 


3.3 


1 


438-459 


ZZoK 


aCxQ pnospnai 


Histidine acid phosphatase 


0.02 


7.9 




525-594 


ZZ&o 


ivj oosomai i_»o 


Ribosomal protein L6 


0.21 


7.2 


1 


774-814 


zzyu 


pi pi r y 


Phosphatidyl inositol- specific 
phospholipase 


3.8e-14 


50.6 


1 


1-33 


2292 


ABG transport 


AbgT putative transporter family 


0.81 


1.2 


-\ 


21-34 


zzyz 


/Ull 1 


7 transmembrane receptor (rhodopsin t 


1.6e-30 


90.1 




48-297 


zzyz 


nEV/1 


HECT-domain (ubiquitin- transferase) 


0.15 


5.5 


1 


281-298 
13-25 1 


zzyj 


isp j 


Thrombospondin type 3 repeat 


0.00058 


15.9 


1 




2293 


tsp 3 


Thrombospondin type 3 repeat 


0.0033 


13.4 


2 


36-48 


2293 


tsp 5 


TfiromVMvrnondin tvoe 3 repeat 


0.0011 


15.0 


3 


51-66 


zzyi 


tsp J 


Throm hosnondin tvoe 3 repeat 


0.00057 


15.9 


4 


74-86 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.0015 


14.6 


6 


114-126 


2293 


tsp J 


ThrnmlwsnnndiTI tvoe 3 repeat 


0.03 


10.3 




127-142 


2293 


TSPC 


Thrombospondin C-terminal region 


7.1e- 
176 


594.4 


1 


167-367 


2293 


Mnal 


A/tnHI familv 


0.68 


3.4 


1 


366-374 


2294 


Vps52 


Vps52 / Sac2 family 


0.087 


3.9 


4 — 


154-183 


2294 


Complex i_i /_zk 
D 


tJATTHMihirminnne oxidoreductase 17.2 
k 


0.25 


6.1 




562-587 


2294 


mRNA triPase 


mRNA capping enzyme, beta chain 


0.33 


4.0 




SJ34-yoo 


2294 


DUF424 


Protein of unknown function (DUF424) 


0.79 


4.6 




1002- 
1017 


2295 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


1 


2.0 




10-23 


2295 


DapB C 


Dihydrodipicolinate reductase, C-term 


0.84 


4.5 




17-31 


2295 


PTR2 


POT family 


l.9e- 
104 


357.1 




82-475 


2296 


FH2 


Formin Homology 2 Domain 


0.0052 


11.5 


i 


98-144 
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ID 

2296 
2296 


Model 

NTP transf 2 
FH2 


Description 

■ — — 

Nucleotidyltransferase domain 

Forrain Homology 2 Domain 


1? volnp 

ft ndo 

1 fip-f)S 


Score 

7.4 
20.9 


Repeats 

1 
2 


Position 

104-170 
158-186 


2297 
2297 
2297 


zf-C2H2 
XPA N 
TFHS 


Zinc finger, C2H2 type 
XPA protein N-terminal 
1/6 1 9f. 31 39 


ft ftl 
ft SI 
ft \f\ 


15.5 

5.7 

7.4 


1 
I 
2 


1-21 1 

24-36 

27-37 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


i\ 7<*-ftfi 
ft AO 


28.3 
5.8 


2 
2 


27-49 
52-64 


2297 
2297 


XPA N 
TFIIS 


XPA protein N-terminal 
1/6 1 9f. 31 39 


ft 1 8 


7.2 


3 


55-65 j 


2297 


zf-C2H2 


Zinc finger, C2H2 type 




29.2 


3 


55-77 


2297 


TFIIS 


1/6 1 9 L 31 39 


ft SI 


5.7 


4 


83-93 


2297 


zf-C2H2 


Zinc finder, C2H2 type 


7 7*>-ftS 


25.9 


4 


83-105 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


7 Ro_ft7 


32.1 


5 


111-133 


2297 


XPA N 


4/5 108 120.. 1 13 


A 


5.9 


5 


136-148 


2297 


eIF5 eIF2B 


Domain found in IF2B/IF5 1 


ft OS 


3.5 


1 


139-149 


2297 


TFIIS L 


1/6 1 9 f. 31 39 ^ 




R 7 
o. / 


6 


139-149 


2297 


Transposase 12 


Transposase 


ft AS 


3.6 


1 


139-165 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


z- /T_ A^ 


3? A 




139-161 


2298 


Sprouty 


Sprouty protein (Spry) 


1 *>*»_n 
l./e-i / 


SS ft 




70-107 


2299 


HAMP 


HAMP domain _! 


A 0 1 


7 3 


1 


9-42 


2299 


PA 


PA domain 


J.oe-iy 


£S A 




155-255 


2299 


Peptidase M28 


Peptidase family M28 


2e-118 


403.6 


1 


332-585 


2299 


Borreliajipo 


Borrelia burgdorferi virulent strain 


0.98 


Z.D 


i 
1 


591-604 


2299 


TFR dimer 


Transferrin receptor-like dimerisatio 


le-65 


ZMS.D 


i 
1 


S 07-739 


2300 


GvpG 


Gas vesicle protein G 


0.088 


0./ 


i t 
1 ! 


43-75 


2301 


Seraa 


Sema domain 


C C ~ AC 


1 /.o 


i 
1 


34-113 I 


2303 


ZZ 


Zinc finger, ZZ type 


le-12 


48.2 


1 


5-50 


2303 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


A 1 

4.Z 


1 


70-86 


2303 


zf-C2H2 


Zinc finger. C2H2 type 


A AAAin 

O.OOOo / 




i 
1 


80-103 


2303 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.0 


t 
1 


OS-11S 


2303 


SPDY 


Domain of unknown function 
(DUF317) 


0.6 


A A 

4.4 


i 
1 


110-133 


2303 


Dil9 


Drought induced 19 protein (Dil9) 


U.UvlDO 


lift 


1 
l 


314-330 


2305 


iK 


Immunoglobulin domain 


1.7e-05 


23.4 


1 


37-114 


2305 


Phage cap E 


Phage major capsid protein E 


0.79 


o c 


1 
I 


128-137 


2306 


MHCJ 


Class I Histocompatibility antigen, d 


9.2e- 
142 


481.1 


1 


32-210 


2306 


DUF497 


Protein of unknown function (DUF497) 


0.2 


6.7 


1 


50-63 


2306 


ie 


Immunoglobulin domain 


7.9e-09 




1 


977-907 


2306 


DUF395 


YeeE/YedE family (DUF395) 


0.19 


7.2 


1 


317-342 


2307 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-tenmnal 
do 


5.8e-05 


18.1 


1 


1 S OR 


2307 


LBP BPI CETP 
C 


LBP / BPI / CETP family, Oterminal 
do 


0.7 


3.5 


Z 


11 3-1 38 


2308 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-tenmnal 
do 


5.8e-05 


18.1 


1 


IS 08 


2308 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-termmal 
do 


0.7 


3.5 


2 


113-138 


2309 


LBP BPI_CETP 
C 


LBP / BPI / CETP family, C-tenmnal 
do 


5.8e-05 


18.1 


1 


15-98 


2309 


LBP BPI_CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2310 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-termmal 
do 


5.8e-05 


18.1 


1 


15-98 


2310 


LBP BPI CETP 


LBP / BPI / CETP family, C-termmal 


0.7 


3.5 


2 


113-138 



WO 2004/080148 



PCT/US2003/030720 







571 
TABLE 4B 










SEQ 
ID 


Model 


Description 


E value 


Score 


Repeats 


Position 




C 


do 










2311 


SecretograninV 


N euroenuocnne protein / yi cvm &ui 


2.8e- 
136 


462.9 


1 


10-214 


2312 


Cvto hemejyase 


Cytochrome c/c l neme lya^c 


0.82 


1.8 




97-120 


2313 


PMP22 Claudin 


PJVlx -ZZf fcMr/lVLr ZU/^UIUUJU laUiuy 


6.9e-46 


159.3 


1 


8-185 


2313 


Acyl transf 3 


Acyltransferase family 


0.12 


6.3 


; 


110-155 


2314 


Cna B 


Cna protein B-type domain 


0.17 


5.9 




52-85 


2314 


PDZ 


PDZ domain (Also Known as i/ruK. or 
GLAjr 


8.1e-12 


43.4 


l "" 


52-130 


2315 


PID 


Jrnospuoryrosine inieracuuu uunwui 
I Pi 


3.3e-47 


160.5 


l 


46-172 


2317 


pltinase 


Protein kinase domain 


8.3e-74 


255.4 


1 


22-282 


2318 


lipocalin 


T tiwolin / r»vffr»or»llP fnttv-HCld hi D (i 1 n 
LipOCalin / CyiWoUlIv' XalXj^o**k\M. isixiu&uj^ 

P 


2.3e-42 


150.9 




58-206 


2318 


Triabin 


Triabin 


0.0018 


12.1 


- x 


139-156 


2319 


lactamase B 


\Aotn\\ rk_Vw=«f a_1 artamaw siinerfarnilv 

IVieiaJ10~lX?l^lai/Uluiaoc au^itaiujij 


2.3e-06 


24.6 




26-74 


2320 


annexin 


Annexin 


2.5e-05 


21.2 


l 


1-20 


2320 


annexin 


Annexin 


l.le-29 


107.6 


2 


26-92 


2320 


annexin 


Annexin 


9.7e-28 


100.7 


3 


109-176 


2320 


annexin 


Annexin 


2.8e-33 


120.4 


4 


185-251 


2321 


SNF 


S odium : neurotransmitter symporter 
tarn 


9.5e- 
260 


873.0 


1 


38-417 


2321 


ATP-sulfuryiase 


ATP-sulfurylase 


0.28 


3.8 


I 


42-64 


2321 


TXT TT7rtftrt 

DUF900 


Di-nfoin svFimlmmim "fiinr+ion fT)l JKQOO^ 
JriOlCin OT UTIIUIUWII AUll\/UvlU ^uui J 


0.98 


2.8 


I 


251-263 


2323 


Glypican 


Glypican 


2.4e-60 


201.2 




3-115 


2324 


PAP assoc 


rAr/ZjA aSSOCldlcu uuuioiu 


1.6e-14 


51.8 


I 


274-333 


2324 


Isochorismatase 


Tr>/-w^>Vi rtn'cmofQCP -Pamilv 

ISOCnUf lalllflUtaC Itllinijr ____ 


0.49 


4.1 


\ 


484-520 


2326 


Sec23 trunk 


kjCC^J/OCC^T U ULI1JV UAJiildLil 


0.47 


4.0 


1 


22-33 


2326 


Hydrolase 


Vtoi/\or>irl /■I^ViQlntTpTinQp-liVft VivcTTolase 


0.77 


3.7 




26-56 


2327 


Sec23 trunK 


Car>TJ /Cor>'^A tninV flnmain 

oeczj/oecz** uuiiA. uuiiiaiii 


0.47 


4.0 


I 


22-33 


2327 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


3.7 


1 


26-56 


2328 


A2M 


Aipna-Z-macrogioDuiin idimiy 


6.3e-23 


75.5 




4-86 


2329 


A2M 


AJpna-z-macrogioDuiin i<muiy 


6.3e-23 


75.5 




4-86 


2330 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


J 


4-86 


2331 


A2M 


Alpna-x-macrogiODUun iamuy 


6.3e-23 


75.5 




4-86 


2332 


A2M 


Aipna-z-macrogioounn idmny 


6.3e-23 


75.5 




4-86 


2333 


COesterase 


Carboxylesterase 


4.3e-42 


142.8 




8-142 


2333 


A2M_N 


Aipna-z-macrogioDuun loniiiy 
termina 


0.83 


2.3 


j 


12-28 


2334 




nor-UKe uuiiiaiii 


0.017 


11.7 


I 


5-26 


2334 


TIT 

ILL 


Twmci-n TriViiKitnr lilfp cvsteine rich 
doroa 


0.85 


3.5 




10-26 


2336 


Uorona IN5>4 


PornnQviriK ti fMi—ohn i ctti rml nrotcin NS 


0.47 


3.5 


1 


20-43 


2336 




Trnmirnftorl/thllilfl nfYmHITl 

1 1 1 1 1 k iu nu^iuuuiiii uuiuoui 


0.052 


10.4 




57-119 


2350 


rnj 


PfKmnw*tin tvnp TIT domain 


2.4e-16 


58.5 


1 


145-231 


2339 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 


^ 


2M45 


2340 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2341 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2342 


abhydro lipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 




87-157 


2342 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 




171-448 


2343 


abhydro lipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 




87-157 


2343 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 




171-448 


2344 


7tm_3 


7 transmembrane receptor 
(metabotropic 


0.75 


3.2 




26-47 
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ID 


Model 


Description 


Evalue 


Score 


Repeats 


Position 


2344 


7tm_3 


*7 trgnctnpmVinmfi receotOT 


0.00057 
0.36 


14.4 
4.2 


2 
1 


67-111 
159-171 


2344 
2344 

2343 


f^n-n A Ml Cflfl All 

/tm__ 3 


fVvn H pn opti on domain 
f mptahotronic 

Gihberellin regulated protein 


1.4e-05 

0.35 
1.3e-25 


20.1 

1.3 
95.2 


3 

1 

1 


170-273 

25-54 
103-216 


234.) 
2340 
2340 


lectin c 

UAoA 

lectin c 


Lectin C-tvne domain 
Gibberellin regulated protein 
Lectin C-tvne domain 


0.35 
L3e~25 


1.3 
95.2 


1 

1 


25-54 
103-216 


234/ 




7 transmembrane receptor (rhodopsin f 


2.6e-50 


149.5 


1 


99-348 


234/ 


enaoioxin i> 


delta endotoxin, N-terminal domain 


0.87 


3.6 


1 


253-283 


-£54/ 


rox U2 


Pox virus D2 orotein 


0.93 


1.2 


1 


366-379 


234/ 


/tin i j 


7 transmembrane receptor (rhodopsin f 


9.6e-48 


141.7 




417-666 


234/ 


JrAZ. 


PAZ domain 


0.48 


4.7 


1 


540-567 


234o 


nanta_U2 


Hantavirus elvcoorotein G2 


0.098 


4.8 


1 


84-112 


2350 


An_peroxid3se 


Animal hapm neroxidase 


1.3e-91 


311.6 


1 


2-232 


2350 


/tmj 


7 transmembrane recent or (rhodopsin f 


0.22 


2.7 


1 


24-32 


2350 


Peptidase_Cl 


p?mnin ftmil v cvsteine orotease 


0.76 


2.1 


1 


117-134 


23 J 1 


An_oeroxidase 


Animal haem neroxidase 


1.3e-91 


311.6 


1 


2-232 


2351 


/tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


24-32 


2351 


Peptidase CI 


Paoain family cysteine protease 


0.76 


2.1 


-{ 


117-134 


2352 


Arch tla DU 


AtvfiQFKil flncrptla nrotein 


0.42 


5.0 




86-99 


2353 


UBX 


UDA UUIUaJlI 


0.36 


6.0 


1 


141-159 


2353 


rTCD C 


"Rnrrmmin nfran Qferase-CVClodeaminaSe 


0.21 


6.0 


1 


188-218 


2353 


3H 


1U rfnmain 


0.46 


6.2 


1 


248-260 


2354 


Torsin 




3e-189 


638.8 


1 


17-288 


2354 


2 5 ligase 


2\5' RNA ligase family 


0.13 


7.6 


-{ 


101-133 


2354 


DUr254 


O/VIN-L' iaiiuijr piuwiti 


0.22 


3.0 




110-129 


2355 


SPX 




0.84 


1.0 


1 


66-86 


2359 




Ci lVar-i/ntir* nrntpin of linlmOWTJ 

function 


0.68 


4.1 


1 


183-199 


2360 


KWL) 


P.\\m Hnmain 


9.8e-40 


142.2 


-j 


17-131 


2360 


gloom 


fUnK-in 


0.048 


8.6 


1 


94-126 


2360 


eKJt* l 2 


pPPI Homain 2 


0.72 


4.1 


1 


120-133 


2360 


Zt-C-3rl\J4 


7inr fincrpr P3HC4 tvoe fRING finger) 


7.5e-10 


27.9 


1 


141-207 


2360 


DNA_ugase_At> 


>JAT\-*-1pnpndent DNA liease C4 zinc 


0.37 


5.8 


1 


202-213 


23 OU 




MT7 Tinr fin per 


0.28 


4.6 


1 


203-213 


2360 


ApoA-n 


Apolipoprotein A-II (ApoA-II) 


0.94 


3.6 




267-278 


2361 


*T*K>fCJ 'I'l YD 
1Mo_1DiS 


tmq mpmhrane nrotein/tumour 


0.048 


52 


1 


33-63 


OKI 

2301 


sugarjtr 


Sugar (and other) transporter 


1.5e-05 


19.2 


1 


65-138 


2302 


ig 


Immunoglobulin domain 


0.00079 


17.2 


1 


42-98 


2303 


. is 


Immunoglobulin domain 


0.00079 


17.2 


1 


42-98 


2364 


1BN NT 


Impoitin-beta N-terminal domain 


6.3e-16 


58.6 




65-109 


2365 


HIM 


Haernagluttinin motif 


0.18 


7.7 




375-391 


2365 


Fascin 


Fascin protein 


0.29 


0.7 




808-818 


2370 


DUF350 


Domain of Unknown Function 
(DUF350) 


0.86 


5.1 




106-128 


737? 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 




54-78 


2372 


F5 F8 type_C 


F5/8 type C domain 


2.2e-36 


111.6 




84-171 


2373 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 




54-78 


9373 


F5 F8 type_C 


F5/8 type C domain 


2.2e-36 


111.6 




84-171 


2374 


Ribosomal S3 C 


Ribosomal protein S3, <>terrninal 


0.98 


3.4 




65-71 
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SEQ 
LP 

2374 
2374 


Model 

— r-r i : 

Ricin B lectin 

Ricin B lectin 


Description 

: ■ " 

CWVJ loftin rpneftt 

yAW lecnn rcpwn 

fWXHT \a**+in rpnMt 

yAW lectin repeal 


E_value 

0.13 
0.00073 


Score 

8.4 
16.5 


Repeats 

1 

2 


JrOSlUOU 

175-204 
266-304 


2375 
2377 
2377 
2379 


pkinase 
PH 
BTK 
EGF 


PrAtAin IrinQCf HflTTiain ! 

Jr rotein IQIlaoc uuiiuuii 

BTK motif 
rtur-liioe aoxnain 


1.2e-ll 

0.023 

1.9e-06 

0.047 

3.7e-07 


41.7 
9.0 
26.9 
10. 1 
28.6 


1 

1 


38-119 

43-81 

105-141 

1-17 

33-68 


2379 
2379 


EGF 1 
EB 1 


jcur-liKe aomain 
riH module 


0.73 


4.1 




39-68 


2380 


M tail 


Myosin tail 


0.32 


4.7 


I 


192-222 


2380 


SurE 


Survival protein SurE 


0.68 


2.6 


I 


317-330 


2380 


Pox All 


Jr OX Virus All rrotciii _ . 


0.17 


3.2 


I 


364-382 


2385 


7tm 1 I 


n fronrmamKrOnP T^f^PtVttVT f TTirXlODSlTl I 

f xT^nsnfierouraiic rcvcuwi ^uiuu^wui & 


8.6e-47 


138.9 


I i 


83-332 


2386 


7tm 1 


/ transmembrane rcvcpim ^iiiuuu^jiii *. 


8.6e-47 


138.9 


1 | 


83-332 


2388 


Calcyon 


T"\1 Jnnnmina rwpntrvr-1 n'tfTHP'hTl Q 

Ui dopamine receptor- unci otimg 
protein 


3.7e-42 


136.9 


I 


1-66 


2389 


IL1 i 


interieuKin- i / lo 


2.6e-23 


83.4 




79-180 


2390 


filament 


lntenneaiaie niamcin pruicui 


7.3e-68 


235.6 


1 


2-189 


2390 


K-box 


K-box region 


0.11 


7.0 


1 


11-29 


2390 


bZIP 


bZIP transcription factor 


0.2 


7.0 




49-86 


2390 


Ribosomal L29 


Ribosomal L29 protein 


0.71 


5.2 


-j 


104-130 


2392 


MgpC 


MgpC protein precursor 


0.99 


2.8 




1-27 


2393 


filament 


Intermediate filament protein 


1.8e-14 


54.6 




9-80 


2394 


Peptidase M10 


Matrixin 


4.5e-47 


166.6 




11-103 


2394 


Peptidase M10 


Matrixin 


9.2e-17 


64.0 




107-145 


2395 


Peptidase M10 


Matrixin 


4.5e-47 


166.6 




11-103 


2395 


Peptidase^MlO 


Matrixin 


9.2e-17 


64.0 





107-145 


2396 


SUFU 


Suppressor 01 tusea protein jpur 


0 


1218. 
3 




3-484 


2397 


LBP_BPI_CETP 


doma 


3.4e-20 


69.4 


1 


38-103 


2398 


MCPsignal 


Metnyi-accepnng cncmuuiAia jyiut^m v 


0.21 


4.1 




363-379 


2399 


MCPsignal 


Methyl-accepting chemotaxis protein ( 


0.21 


4.1 





363-379 


2402 


DUF846 


€»imm/\fif< -r\nxt p*l n nF tmVnnwti Tiinctio 
iiUKaryonc proicm 01 uuiuuuwu iiuw/uu 


4.3e-05 


15.0 




63-93 


2405 


UK 


virulence oetcmiindiu 


0.083 


7.0 


1 


48-72 


2405 


TIP 120 


TDD CV ATA Kin A i n 0 T\TC&p\ tii -interHCtl 


0 


3271. 
6 


\ 


59-1252 


2405 


HEAT 


nBAi repeal 


0.093 


8.3 


2 


282-320 


2405 


HEAT 


Jtxtu/\i repeal. 


0.04 


9.5 


3 


377-398 


2405 


Armadillo seg 




0.2 


8.0 


2 


716-755 


2406 


lectinc 


J^eCPJl w-iypc uvimaiii 


2.5e-16 


64.4 


1 


168-274 


2412 


PTE 


T>Virker\nritri<>ct*»rncp familv 
Jr nOSpnUiriGolGiaoG lajiiiiy 


8.2e- 
207 


697.2 




38-380 


2412 


—in 

jmtK 


Unrtprinl rpcnilatorv nroteins. cntR f 


0.17 


7.0 


1 


141-160 


2414 


filament 


Intermediate filament protein 


0.28 


5.0 


1 


199-228 


2414 


Transposase 8 


Transposase 


0.57 


5.0 




200-220 


2414 


DUF972 


Protein of unknown function (DUF972) 


0.76 


4.2 




201-245 


2414 


Rop 


Rop protein 


0.55 


3.6 




242-249 


2414 


MoaE 


MoaE protein 


0.18 


7.2 




467-480 


2414 


WH2 


WH2 motif 


0.14 


8.9 




468-485 


2419 


Pox int trans 


Poxvirus intermediate transcription fa 


0.092 


5.7 




119-147 


2419 


ABA WDS 


ABA/WDS induced protein 


0.81 


4.5 




185-201 


2419 


DUF738 


Protein of unknown function (DUF738) 


0.89 


3.3 




297-316 


2419 


IpaB EvcA 


IpaB/EvcA family 


0.65 


3.8 




460485 
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E_jvalue 


Score 


Repeats 


Position 


2420 


ro DcarDxyiase 


PV»rtor»Vifi+iH\/lc*>riTip df*c?irhoYv1asc 
jrnospnauuyi&cruic uwu«n uv/wjr itw^ 


3.9e-60 


209.9 


1 


80-323 


2422 


rvr rci oo 


1 Itinhai-artpriTwl RPR COO 1481 


0.5 


3.4 




138-154 


2423 




A pno/^itip 

nur -apcc-i iii/ 

Pl>rkcnVirk-fTiir > tnVtn71Qp/01llPO 

r ilObpjlU l rui> mm 1 1 rtjw uiuw 


4.1e- 
208 


701.5 


1 


6-408 


2423 


Mannitoi an 


(Unnn t+/^1 dp'HvdroO'f n3<lf* 

ividiuiitm uciiy m ugpmio^ . 


0.052 


6.8 


1 


310-329 


2424 




A frioari cu/inp fpvpr vim 5 ; ( ASFV) 
L11L 


0.89 


3.1 


I 


8-19 


Z4Zo 




S°S riho«;omal Drotein ' 


0.00053 


15.1 


1 


12-43 




ank 


Anlcvrin reneal 


0.011 


12.7 


1 


1-18 


Z4zv 


snK 


Anlrvriri rpncal 
/Ul&jrl ill l tpv*u 


0.0036 


14.4 


2 


19-51 


2AZy 


ank 


Anlrvriit rpnftftt 


1.5e-ll 


44.5 1 


3 


52-84 


1/1 OO 

Z4ZV 


ank 


Anlrvrin TfiOPat 


1.2e-08 


34.1 


4 


85-117 


Z4zy 


ank 


Anlrvriri TPTlftat 


3.3e-08 


32.5 j 


5 


118-150 


Z4zy 


ank 


A nlrvriTi nRTiftSit 


3.4e-ll 


43.2 


6 


151-183 


2429 


ank 


x\iiR.yiiu ici/ocu. 


1.3e-08 


33.9 


7 


184-217 


2429 


ank 


Ankyrin repeat 


0.0027 


14.9 


8 


218-250 


2429 


ank 


AniCyTiri repeat « 


8.5e-08 


31.1 ! 


9 


251-283 


2429 


ank 


A ^L^mrF^I*! M loot 

/uixyrin repeal 


0.013 


12.4 


10 


284-308 


2429 


ank 


Ankyrin repeat 


8.3e-08 


31.1 


11 


335-367 


2429 


ank 


Ankyrin repeat 


l.le-09 


37.8 


12 J 


368^00 


2429 


ank 


Ankyrin repeat 


6.9e-07 


27.8 


13 


401-461 


2429 


endonuclease 7 


Recombination endonuclease VII 


0.034 


9.6 


1 


417-441 


2429 


ank 


Ankyrin repeat 


0.0047 


14.0 


14 


462-485 


2430 


trypsin 


Trypsin 


1.5e-23 


72.8 


1 


61-237 


2430 


PDZ 


PDZ domain (Also Known as lijiin. or 
\jL\jf) 


5.1e-08 


30.0 


1 


285-339 


2431 


vwc 


von wuieurana racior iype o uuukuu 


5.4e-05 


19.0 


1 


66-105 


2432 


MethyltransiU 1 z 


L/1Z Class ind aucniiit?~opcviiiW' j-ji^-n. 
met 


1.4e-36 


128.4 


1 


39-163 


2432 


KiDosomai Lri 


p iKncnmQl rrrotfMn T 1 n/T 1 0e famil V 


0.57 


1.6 


1 


99-117 


2433 


lipocalin 


T irw*al-i« / rvtftKolic fattv-acid bindinc 

nr 

pr 


4.7e-ll 


42.2 


1 


12-80 


0/11/1 

Z434 


+P XT A onfi 

IKINA. anil 


OR-fhlH mirleic acid binding domain 


2.7e-15 


56.4 


1 


71-145 




4-PXT A mml O 

tKJNA-syni_z 


tRTsJA Qvnthrta<»s class II CD. K. and N 


2.2e-59 


207.4 


1 


162-410 


Z434 


1 till lS^IUUUIlHl \s 


TrnnQtHiitaminase famil v C-tenninal i 


0.79 


4.1 


1 


229-256 


Z434 


D XT A rvol t /*o op* 


TINA helicase 


0.13 


5.7 


1 


266-308 


2435 


FAD bindingL_2 


FAD binding domain 


1.6e-53 


181.4 


1 


22-117 


Z4J0 


DopnTJT? 

Kasvjxir 


PstQ^rFF domain 


6.8e-18 


69.6 


1 


35-115 


2A51 


JVXl 


V"tT Hnmain 

JVX X UUlllolll 


3.8e-17 


61.6 


I 


78-124 


Z43/ 


rcripia OJr z. 


Pf*rmln<rmin hindinff Drotein 
r d i^JiooiiLiv uiuuiiig 


0.71 


3.5 


1 


116-132 


Z43 / 


JVXl 


VTT domain 


2.4e-10 


38.1 


2 


162-189 


2439 


transket_pyr 


Transketolase, pyridine binding domai 


1.6e-51 


176.9 


1 


76-254 


Z439 


UUryZ4 


TXnr~tr*rict] nrnfpin nf unknown ftlTlCtlOn 


0.88 


2.8 


1 


77-98 


1/1 OO 

z43y 


Indigoidine_A 


Fndi rrr\idinF> cvnth^QP. A like Drotein 


0.51 


4.4 


1 


233-247 


2439 


transketolase C 


Transketolase, C-terminal domain 


9.7e-42 


137.2 


1 


272-398 


2440 


Calsequestrin 


C^sequestrin 


8.5e- 
292 


979.5 


1 


42-427 


2440 


thiored 


Thioredoxin 


0.057 


9.0 


1 


160-189 


2441 


Bacillus PapR 


Bacillus PapR protein 


0.68 


3.6 


1 


62-77 


2441 


arf 


ADP-ribosylation factor family 


0.76 


2.9 


1 


290-312 


2441 


RNA_capsid 


Calicivirus putative RNA 
polymerase/ca 


0.65 


1.9 


1 


346-355 


2442 


is 


Immunoglobulin domain 


2.7e-09 


37.6 


1 


35-112 


?44? 


Relaxase 


Relaxase/Mobilisation nuclease domain 


0.91 


3.4 


1 


71-90 
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ID 

Z44z 
2ML 
Z44D 


Model 

ie 


Description 

Viral coat protein 

Immunoglobulin domain j 

Cadherin domain 


E_yalue 

0.7 

9.8e-07 
0.045 


Score 

4.0 

28.1 

8.9 


Repeats 

1 

2 
1 


Position 

140-152 
156-230 
77-106 


1AAK 

2443 

1 A AZ 

2445 
244!) 
2445 


caQxicnn 
cadherin 
cadherin 
cadherin 


Cadherin domain x 
Cadherin domain 
C!flHherin domain 
Cadherin domain 


1.4e-14 
4.8e-24 
3.6e-14 
2.9e-22 


52.6 
85.5 
51.1 
79.4 


2 
3 
4 
5 


150-245 
259-350 
364-455 
469-565 


2445 


Hema_riDr o 


Hemagglutinin domain of 
haemap&lutini 


0.25 


4.6 


1 


515-531 


2445 


cadherin 


Cadherin domain p 


8.2e-14 


49.9 


6 


594-677 


2447 


anIK 


^HhTK" domain 


0.92 


3.9 


1 


74-82 


2448 




7inr -fincrpr C!2H2 tVDe 


0.00076 


20.0 


2 


50-73 


2448 




7\nr fin«*r C2H2 tvoe 


0.036 


13.3 


3 


80-106 


Oyf AO 

2448 




7inc fineer C2H2 tvoe 


0.00095 


19.6 


5 


198-221 


2450 


Alpna l, iucos 


A i nha-T ^fncosidase 


0.018 


8.4 


1 


10-34 


2451 


TCTP 


Trnnclntionsillv controlled tumOUT 


7.3e-13 


42.0 


I 


20-54 


2452 


Herpes __gG 


Glycoprotein GG/GX 


0.39 


2.9 


1 


29-54 


2452 


Osteopontin 




l.le- 
128 


410.7 


I 


42-218 


2452 


r?i.„ iv >ri 

Flu Ml 


TnfliiP'Tvzji Matrix nrotein fMl^ 


1 


3.0 


1 


52-65 


2453 


serpin 


Comin ( cprinp nrrttftflQe inhibitor^ 


0.99 


2.0 


1 


68-92 


2454 


T_T A TTl** ma 

HA i r ase c i 


T-TictiHinp Irirtnops- TYN A evrase H-. and 


3.8e-15 


54.5 


1 


92-240 


2454 


FOX NZL 


Pmrvinns Ttf2T nrotein 


0.18 


5.3 


1 


162-176 


2454 


DNA gyraseB 


DNA gyrase B 


4.1e-57 


199.9 


1 


286-446 


2454 


Fokl N 




0.12 


6.3 


1 


530-539 


2454 


DNAtopoisoIV 


DNA gyrase/topoisomerase IV, subunit 


7.6e- 
190 


610.8 


1 


729- 
1196 


2454 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family 


0.025 


8.2 


1 


1171- 
1197 


2456 


pa 


PCI domain 


0.27 


6.1 


1 


66-93 


2457 


Clq 




6.3e-06 


23.8 


1 


98-138 


2458 


BTB 


DTD tOC\7 Hnmnin 


1.9e-17 


64.4 


1 


62-124 


2459 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2460 


LBPJ3PI_CETP 


LBP / BPI / CETP family, N-termmal 
doma 


3.4e-20 


69.4 


1 


38-103 j 


2461 


T DD DDT OCTD 

LDr_Drl_OtS 1 r 


t rp / rpt / PFTP familv N-terminal 


3.4e-20 


69.4 


1 


38-103 | 


2402 


DUr4Uo 


TVwnam of T Jnknown Function 
f DT IF4081 


le-11 


42.8 


1 


T43 


Z40Z 


UUrJO*f 


Protein of unknown function, DUF584 


0.67 


2.3 


1 


224-250 


Z404 




Securin sister-chromatid separation 
inhibito 


1 


2.9 


1 


19-34 


2465 


Nu£2 


Nuf2 family 


3.3e- 
104 


356.3 


1 


6-153 


2465 


Corona NS2A 


Coronavirus NS2A protein 


0.42 


2.3 


1 


133-139 


2465 


Syntaxin 


Syntaxin 


0.31 


6.3 


1 


142-242 


2465 


HR1 


Hrl repeat 


0.099 


7.1 


1 


192-219 


2465 


LEA 


Late embryogenesis abundant protein 


0.79 


5.0 


1 


254-279 


2465 


Mob Pre 


Plasmid recombination enzyme 


0.97 


1.9 


1 


366-376 


2465 


G-gamma 


GGL domain 


0.08 


6.9 


1 


403-424 


2465 


0KR_DCJJN 


Orn/Lys/Arg decarboxylase, N- 
terminal 


0.19 


4.3 


1 


426-450 
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SEQ 
ID 

2466 


Model 

pkinase 


— 7—77 

Description 

Protein kinase domain 


E_value 
0.036 


Score 

7.9 


Repeats 


position 

62-123 


2466 
2467 


HEAT 

UreE C | 


riiYrYi repeal 

UreE urease accessory protein, C-termi 

\/<«n1 A fimA inr»li ici'nn T^mfplTl TGX5£3$. \ 


0.13 
0.09 

0.59 ! 


7.8 
7.9 
6.3 


i 

1 


335-373 
119-140 
194-215 


2467 
2470 


Pox A _type inc 
DUF563 


Dr/^A<n nf imlnAU/n fiinffifltl fT"H JF563 1 


0.86 1 


2.4 




36-47 


2471 


Fumarate red_D 


I7i*mn*<«vto T»/4lir*+OCP> CllKlinit li 


0.28 


5.3 


I 


79-103 


2473 


zf-C3HC4 j 


•7\ nr > Knot*- p^T-fPd tvne fRING fineer) 


2.9e-06 


17.8 


I 


59-96 


2473 


IBR 


IBR domain 


0.0064 


10.5 


1 


70-114 


2473 


zf-C3HC4 


/jnc ringer, jxil/** type uub^; _ 


0.029 


6.4 




124-144 


2474 


Aatrans 


1 ransmcinDnuie anunu dtiu u oiiopvi lwi 

p 


1.4e-41 


148.3 


I 




72-276 


2475 


Aajtrans 


1 ransmemorane ammu auiu u<uu>^unw 
p 


1.4e-41 


148.3 




72-276 


2477 


LRR 


Leucine Rich Repeat 


0.093 


8.7 




3<X.51 


2477 


LRR 


Leucuie Kicn Repeat 


0.57 


6.0 




56-77 


2478 


SAB 


aAp aomain 


0.65 


5.3 


I 


57-82 


2478 


RPE65 


Kennai pigment epiinciiai iiicmuiaiK/ 
prote 


4.3e-27 


91.2 


I 


85-202 


2479 


SAB 


SAB domain 


0.65 


5.3 


I 


57-82 


2479 


RPE65 


OA^tnnl m nrnAtlt orYftVlfMlSI 1 ftlfiTOrYTaTlfi 

jKennai pigrncni cpituciiAi niunw oxi^ 
prote m 


4.3e-27 


91.2 




85-202 


2480 


Pox_A_typeJnc 


\r:_,i a tt/nrk ir»r»1ncir\n nrntpin rpneat 


0.42 


6.8 


1 


18-40 


2480 


spectrin 


opectnn repeat 


0.61 


4.8 




18-45 


2481 


CD34 antigen 


OU-j^t antigen prmcuj 


0.88 


0.3 


1 


6-34 


2481 


DUF999 | 


r roiein 01 uilkjiuwii iuiu'Uuu 


0.28 


5.1 


I 


14-35 


2481 


BCL N 


n/"*T *7 lsl-tprminjil rnn<5erver region 


0.39 


6.1 




174-195 


2481 


serpin 


Camin /rprinp TOTltefl^je inhibitor) 


3.7e-24 


81.8 


1 


431-546 


2482 


rmrZZ Uiauuin 


PMP-?9/FMP/N4P20/Claudin family 


3.7e-89 


306.4 


1 


40-218 


248/ 


mce 


rr\r*f* rf»1nf"f»H TTrrntpin 


0.74 


4.3 


1 


159-179 


2483 


r Ar2 


PApO ciiru^rfisTTiilv 
r/VTA aupcixoiimjr 


4.5e-15 


54.4 


1 


24-159 


24 oo 




SMC family C-terminal domain 


1.6e-17 


60.6 


1 


418-475 


24oo 




cup farm! v C-terminal domain 


l.le-43 


150.2 


2 


477-540 


2485 


Armadillo seg 


Armariillrt/heta-catemn-like repeat 


4.6e-14 


53.0 


2 


551-591 


24oo 


Aim acn u o_seg 


Arrnndillo/beta-catenin-rike repeat 


1.4e-08 


33.5 


3 


594-634 


24J>y 


XX3X> 

lliK 


TmmpHiate earlv resnonse urotein (1ER) 


0.063 


3.8 


1 


194-206 


o /inn 

2490 


disintegrin 


U lMHLCgl ill 


3.3e-36 


123.1 


1 


4-79 


2490 


T7/~lt7 

iSUr 


RfrT7«1ilfp Homain 


0.0023 


14.8 


1 


231-258 


24yy 


AKrr 


Arnmatin-Rich Protein Family 


1.4e-10 


36.3 


1 


89-234 


2502 


Pafl 


Pafl 


23e-17 


65.0 


~ 


1-61 


2502 


iK 


Immnnr^crlrvnilll'n nnm 31 n 


0.015 


12.4 




68-113 


2502 


ank 


Ankyrin repeat 


0.025 


11.4 


~ 


186-204 


2504 


PH 


rrl oomain 


0.028 


8.7 




61-153 


2504 


DAGKc 


Diacylglycerol kinase catalytic domain 


0.00051 


15.4 





161-213 


2505 


ig 


Immunoglobulin domain 


0.069 


9.9 




48-120 


2505 




Immunoglobulin domain 


6.5e-09 


36.2 




161-219 


7<>06 


ig 


Immunoglobulin domain 


0.069 


9.9 




48-120 


2506 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 




161-219 


2508 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


8.2e-29 


85.0 




49-179 


2508 


7tmJ 


7 transmembrane receptor (rhodopsin 
femil 


1.6e-13 


39.1 


2 


210-267 


2517 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2517 


j Acyl-CoA dh 


Acyi-CoA dehydrogenase, C-tcrminal 


6.7e-50 


175.9 


I 


415-566 
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SEQ 
ID 


Model 


Description 


V-i V OlUv 


Score 


Repeats 


Position 






— 










2518 


A — - J P-A rJU "Nil 

Ac yi - uo A_an_ivi 


Acyi-i^OA aenyurogciiiibc, uuumc 

/l txm nin 


0.0071 


11.7 


1 


99-136 


2518 


Acyi-CoA__an 


ACyi-OOA OCXiyurOgCIlaoC, v^-icmiiiuu 


6.7e-50 


175.9 


1 


415-566 




uauon emux 


r^ati nn 1 1 y fbrmlv 


3e-09 


34.4 


I 


33-109 






f^almrtHiilin VlltlHlTKT llomTlin 
vAtimOUUIlIl UlllUUlg UUUiaiu 


0.074 1 


7.8 


I 


451-467 


2520 


irk 


f (~\ pnlmrw^l ll tn_ KlinHlTlO TTlOTlT 

lwCalUlUUUlill UJUUA 


1.3e-05 


22.1 


2 


473-493 


2520 






1.6e-05 


21.8 


3 


532-552 




DADO I 

rArZ 


f nTi olipci laliui y 


7.6e-19 


67.8 


1 


39-151 


25 2D 


OA DO 


P A t>0 ciitvrfurmlv 

r/vr z supcriaiiuiy 


7.6e-19 


67.8 


1 


39-151 


ocon 


JL.KK 


i^CUUUlC KIl/U IVCUCat 


0.00025 


17.3 


1 


201-226 


ocoo 


r dd 




0.0019 


14.3 


2 


227-246 


2529 


T DD 


T angina Dink U<»1V*'1+ 

LfCUCUlc IvlCn IvCpCal 


0.13 


8.1 


4 


272-297 


2529 


T DD 


.Leucine j\icn ivepeai. 


0.00025 


17.3 


5 


298-317 


2529 


t nn 

LKR 


Leucine rvicn -tvepeai 


5.2e-05 


19.6 


6 


319-342 


2529 


T DD 

LKR 


Leucine Jtvicn Repeal 


0.37 


6.6 


7 


343-368 


2530 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


55-122 


2530 


*S 


Immunoglobulin domain 


0.0043 


14.5 


2 


162-220 


2530 




Immunoglobulin domain 


0 00023 


19.2 


3 


267-321 


2531 




■ Immunoglobulin domain 


0.26 


7.8 


1 


55-122 


2531 


ig 


Immunoglobulin domain 


0.0043 


"14.5 


2 


162-220 


2531 


ig 


Immunoglobulin domain 


0 00023 

V. \J\J V«J 


19.2 


3 


267-321 


2532 


tsp I 


1 n rQ«" ncis} Mjnciiii type i u.uiiiaui 


2.9e-07 


25.9 


1 


59-103 


2533 


Guanylin 


Guanylin precursor 


0.0007 


9.1 


1 


12-35 


2533 


ApO-CIl 


Apolipoprotein C-II 


3.4e-57 


200.2 


1 


34-111 


2534 


Guanylin 


ouanyun precursor 


0.0007 


9.1 


1 


12-35 


2534 


Apo-CII 


A nAnttAnf Atom I^_TT 

/vpoiipopruiciii V_^~JJ. 


3.4e-57 


200.2 


1 


34-111 


Z:>J0 




z#inc linger, lziu iypc 


0.0012 


19.3 


1 


279-301 


2536 


zf-C2H2 


Zinc ringer, C2H2 type 


2.2e-06 


30.3 


2 


307-329 


2536 


ZI-U2riZ 


Z-iTic ringer, i/Znz type 


0.086 


11.7 


3 


337-355 


2540 


FA desaturase 


Fatty acid desaturase 


5.1e-42 


145.2 


1 


8-159 ! 


2541 


.... n nr.1T 

rnaserl 


KJNase o 


7.1e-16 


53.4 


1 


86-184 i 


2541 


MutS in 


MutS domain m 


4.2e-06 


22.9 


1 


253-277 


2541 


MutS V 


MutS domain V 


6e-164 


543.6 


1 


282-517 


2542 


ig 


Immunoglobulin domain 


7.6e-08 


32.2 


1 


1-57 


2542 


ni3 


Fibronectin type HI domain 


2.8e-16 


58.3 


1 


79-165 


2543 


MAM 


MAM domain 


1.5e-43 


154.8 


1 


3-102 


2544 


kazal 


Kazal-type serine protease inhibitor 
domain 


7.7e-06 


25.8 


1 


40-87 


ZD 44 


ig 


xmmunogioouun uuniaiu 


4.1e-07 


29.5 


1 


105-174 




RNA helicase 


jkjna neucase 


0.031 


7.9 


1 


85-112 


2545 


Alr-Dina 


Pnnponto^ Kt/twfKpfipol ATT* Kin Hi no 

(jonserveu QypouiGui*«i nir uuiumg 
prote 


0.055 


7.3 


1 


90-103 


2547 




Immunoglobulin domain 


0.015 


12.4 


1 


10-28 


2547 


ig 


Immunoglobulin domain 


0.098 


9.4 


2 


72-98 


2549 


serpin 


Serpin (serine protease inhibitor) 


5.4e-18 


60.8 


1 


68-112 


2551 


DREV 


DREV methyltransferase 


7.3e- 
233 


680.7 


1 


57-318 


2553 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


2 


44-76 j 


2553 


ank 


Ankyrin repeat 


0.026 


11.4 


3 


77-102 


2554 


p kinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


117-375 


2555 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


117-375 


| 2557 


tRNA-synt_le 


tRNA synthetases class I (C) 


0.0002 


14.0 


1 


99-129 
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SEQ 
ID 


Model 


Description 


E__vame 


Score 


Repeats 


Position 


2557 


tRNA-syntl 


tRNA synthetases class I (I, L> M and 
\0 


2.4e-07 


23.7 


1 


99-137 | 


2558 


MHC_II_beta 


Class 11 histocompatibility antigen, beta 


1.4e-43 


149.3 


1 


41-116 ! 


2562 
2563 


fh3 
A2M 


Fibronectin type III domain 
Alpha-2-macrofijobulin family 


0.0065 
6.3e-23 


11.9 
75.5 


1 
1 


18-105 
4-86 
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TABLES 



SEQID 

689 
691 
695 
697 
698 
706 
707 
710 
712 


Position 

1-26 
1-19 

1-49 I 
1-24 

1-26 j 

1-20 

1-20 

1-24 1 

1-33 

1-57 


Maximum score 
0.982 

0.975 | 

0.944 

0.993 

0.919 

0.988 

0.989 

0.973 

0.957 

0.975 


Average score 

0.908 

0.888 

0.603 

0.943 

0.670 

0.939 

0.973 

0.922 

0.789 

0.488 




714. 

715 
725 

/Zo 

/ t>L . 


1-42 
1-42 
1-18 
1-22 
1-27 


0.958 
0.958 
0.978 
0.980 
0.974 
0.974 


A Kvri 
U.DoU 

a £Q7 
U.Oo/ 

A 

U.1O0 
A Q17 

a <y*o 

A O^IO 


niA 

11Q 

73o 
742 

1AA 

744 J 


1-27 
1-27 
1-75 
1-23 
1-33 


0.974 
0.923 
0.905 
0.981 


o.yjz 

ft 7A7 

U. f\}l 

ft QQA 


HAH 

/4 / 


1-20 


0.991 
0.950 


A Q*\A 
U.i04 

A 7ft^ 


1A Q 
745 

/j3 


1-30 
1-30 


0.991 




/j4 


1-17 


0.978 


A Qft^ i 


7<^ 


1-16 


0.967 


ft 0^^ 


7^£ 
/JO 


1-18 


0.970 


ft R07 ! 


•7^*7 
/D/ 


1-17 


0.948 


ft R6Q 


7^ft 
/JO 


1-17 


0.948 


ft R6Q 




1-21 


0.916 


0.820 


7A9 


1-14 


0.972 


0.951 


7ft 1 
/ol 


1-38 


0.917 


0.618 


/OH 


1-21 


0.984 


0.869 


70fi 


1-19 


0.982 


0.959 


707 


1-19 


0.982 


0.959 


7QR 


1-19 


0.982 


0.959 


R00 


1-65 


0.857 


0.487 


OUv 

R01 

Owl 


1-45 


0.903 


0.565 


OUJ 


1-36 


0.985 


0.834 


Rft4 
ovt 


1-21 


0.993 


0.855 


OvU 


1-20 


0.937 


0.779 


807 


1-20 


0.937 


0.779 


808 


1-20 


0.937 


0.779 


809 


1-32 


0.972 


0.885 


811 


1-25 


0.991 


0.948 


814 


1-28 


0.948 


0.827 


815 


1-33 


0.947 


0.744 


816 


1-23 


0.986 


0.908 


817 


1-23 


0.986 


0.908 


819 


1-21 


0.959 


0.755 


825 


1-35 


0.974 


0.637 
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Maximum score 


Average score 


8Z6 


1-42 


0.981 


0.909 


834 


1-91 


0.978 


0.751 


835 


1-44 


0.985 


0.831 


our 

836 i 


1-44 


0.985 


0.814 


838 


1-11 


0.986 


0.935 


OA A 

844 


1-1R 
1—10 


0.951 


0.879 


845 


1-18 


0.951 


0.879 


848 


1-90 


0.992 


0.794 


852 


1-74 


0.976 


0.901 


853 


1-94 


0.976 


0.901 


occ 

855 


1-9S 


0.933 


0.751 


858 


1-94 


0.915 


0.567 


80/ 


1-17 


0.968 


0.863 


808 


1-17 
1-1 / 


0.968 


0.863 


869 


1 14 


0.987 


0.781 


870 


l-IO 


0.901 


0.686 


872 


1 14 


0.964 


0.931 


877 


1 91 

1-Z1 1 


0.988 


0.958 


878 


1 99 
1-ZZ 


0.915 


0.833 


879 


1 9^ 


0.922 


0.765 


880 


1 9<\ 


0.922 


0.765 


882 


1 on 

1-ZV 


0.917 


0.819 


888 


1 9/1 


0.985 


0.945 


889 


1 1*7 
1-1 / 


0.989 


0.945 j 


890 


1 9^ 
1-Zj 


0.995 


0.938 


891 


1 94 
l-z*fr 


0.971 


0.882 


893 


1 16 


0.891 


0.770 


on a 

894 


1 90 


0.972 


0.859 


O/Ul 

yuu 


1-99 

1— XZr 


0.931 


0.862 


901 


1-94 

1— AST 


0.993 


0.937 


907 


1 99 


0.974 


0.850 


908 


1-91 


0.993 


0.950 


yuy 


1-15 


0.994 


0.617 


yiu 


1-91 


0.993 


0.950 


yiy 


1-15 
1-1 j 


0.947 


0.797 


yz4 


1-10 

1 — lZr 


0.964 


0.927 


yzr> 


1-19 


0.964 


0.927 


yz/ 


1-26 


0.962 


0.783 


yju 


1-43 


0.987 


0.765 




1-31 


0.992 


0.803 


934 


1-23 


0.984 


0.884 


936 


1-48 


0.967 


0.624 j 


939 


1-30 


0.973 


0.851 


941 


1-18 


0.978 


0.957 


942 


1-21 


0.978 


0.937 


948 


1-21 


0.965 


0.760 


951 


1-29 


0.989 


0.946 


954 


1-31 


0.945 


0.587 


956 


1-22 


0.836 


0.491 


958 


1-28 


0.984 


0.903 
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SEQ ID 

960 


x osiuon 
1 OA 


Maximum score 
0.987 


Average score 
0.924 


961 
962 


1-ZH- 

1 OA 


0.987 
0.987 


0.924 
0.924 


965 

966 


1 91 

i- e tJ 


0.993 
0.974 


0.934 
0.653 




967 


1 10 


0.953 


0.778 


968 




0.972 
0.981 


0.632 
0.938 


970 
971 


1 OA 
1 OA 


0.981 


0.776 


973 


1 9R 


0.923 


0.694 


978 I 


1 11 

i 


0.968 


0.746 


979 


1 in 


0.968 


0.746 


980 


1 01 
1-Z3 


0.984 


0.943 


981 


1 1R 
l-lo 


0.961 


0.869 


982 


1 OA 
1-Z4 


0.971 


0.865 


983 


1 11 
1-Zl 


0 988 


0.937 


984 


1 OA 
1-ZU 


0 938 


0.716 


985 


1 OA 

1-ZU 


0.938 


0.716 


986 


1 oc 

1-23 


0.913 


0.560 


988 


1-io 


0.969 


0.949 


993 


1 on 


0.972 


0.817 


994 


1 11 
1-Zl 


0.970 


0.808 


996 


1 n 

1-zz 


0.977 


0.837 


1006 


i-DJ 


0.967 


0.668 


1010 


1 1/1 


0.980 


0.902 


1013 




0.987 


0.903 


1014 


1 9A 


0.987 


0.903 


1017 


1 01 


0.932 


0.654 


1019 


1 9A 
I-Zv 


0.984 


0.868 


1023 


1 9^ 


0.948 


0.735 


1024 


1 01 


0.968 


0.924 


1027 


1 9^ 


0.956 


0.848 


1028 


1-iO 


0.993 


0.980 


i aoa 

1029 


1 i/; 


0.993 


0.980 


1031 


1 11 


0.985 


0.813 


1 AO A 

1039 


1 Af. 


0.982 


0.666 


1 A A 1 

1041 


1 _41 
1-4-1 


0.988 


0.886 


1046 


1 OA 


0.991 


0.940 


1048 


1 1Q 


0.991 


0.934 


1052 


1 91 

1-Z1 


0.991 


0.903 


1053 


1-25 


0.971 


0.897 


1054 


1-24 


0.975 


0.932 


1055 


1-18 


0.986 


0.965 


1057 


1-18 


0.978 


0.887 


1058 


1-18 


0.978 


0.887 


1060 


1-26 


0.987 


0.917 


1062 


1-34 


0.991 


0.901 


1066 


1-31 


0.992 


0.741 


1068 


1-22 


0.962 


0.919 


1 1072 


1-22 


0.986 


0.943 
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TABLE 5 



<2FO TD ! 


Position 


Maximum score 


Average score 


1073 


1-23 


0.974 


0.799 


1075 


1-33 


0.986 


0.886 




1-23 


0.969 


0.696 


1077 


1-23 


0.969 


0.696 


1078 


1-17 


0.978 


0.905 


1079 


1-30 


0.935 


0.717 


1080 


1-17 


0.978 


0.905 ~J 


1081 


1-17 


0.978 


0.905 


1082 


1-17 


0.978 


0.905 


1083 


1-26 


0.936 


0.809 J 


1084 


1-23 


0.993 


0.907 1 


108S 

IvOJ 


1-18 


0.969 


0.643 


1092 


1-19 


0.937 


0.713 


10Q6 


1-39 


0.995 


0.594 J 


1007 I 


1-39 


0.995 


0.594 


1 100 


1-20 


0.964 


0.902 


1 101 I 

1 1U1 


1-23 


0.993 


0.950 


110? 


1-23 


0.993 


0.950 j 


1 10S 


1-21 


0.987 


0.963 □ 


1 10fi 


1-19 


0.947 


0.709 


1111 

1 1 1 1 


1-13 


0.911 


0.718 1 


1117 
111/ 


1-20 


0.930 


0.706 


1 1 1 R 
1 1 10 


1-16 


0.964 


0.790 


1191 
1 1Z1 


1-24 


0.968 


0.825 ! 


119^ 


1-20 


0.991 


0.881 


1 19R 


1-22 


0.969 


0.871 


1129 


1-25 


0.985 


0.864 


1130 


1-25 


0.985 


0.864 


1 1^1 


1-20 


0.958 


0.893 


1132 


1-21 


0.942 


0.717 


1134 


1-24 


0.976 


0.925 


1136 


1-14 


0.972 


0.951 


1137 


1-19 


0.960 


0.901 


1139 


1-33 


0.995 


0.835 


1140 


1-30 


0.993 


0.853 


1141 


1-30 


0.993 


0.853 


1143 


1-35 


0.974 


0.637 


1144 


1-42 


0.981 


0.909 


1145 


1-21 


0.975 


0.874 


1150 


1-21 


0.914 


0.729 


1152 


1-17 


0.990 


0.973 


1153 


1-17 


0.990 


0.973 


1155 


1-23 


0.965 


0.907 


1161 


1-39 


0.954 


0.705 


1162 


1-45 


0.929 


0.575 


1165 


1-19 


0.939 


0.857 


1167 


1-25 


0.951 


0.619 


1170 


1-37 


0.978 


0.830 


1172 


1-16 


0.957 


0.870 


1173 


1-16 


0.957 


0.870 
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TABLES 



QT?0 TO 


Position 


Maximum score 


Average score 


1 174 
11/** 


1-21 


0.914 


0.729 _j 


1 17R 
11 to 


1-25 ! 


0.980 


0.925 ! 


1 170 
illy 


1-17 


0.915 


0.659 


1 1 81 
1 lol 


1-22 


0.950 L 


0.719 ! 


1 1 

lloo 


1-18 


0.985 


0.928 


1 1Q9 


1-18 


0.960 1 


0.803 


1 1 06 


1-48 


0.905 


0.599 j 




1-20 


0.988 


0.955 


1ZUU 


1-16 


0.907 


0.635 


1 7n** i 


1-25 


0.974 1 


0.781 


1ZU/ 


1-28 


0.965 


0.842 


1 7fkH i 
lZUo 


1-23 


0.965 


0.693 


171 A 
1ZIU 


1-21 


0.988 


0.911 


lZio 


1-31 


0.940 


0.696 


ni a 
1ZI4 


1-17 


0.983 


0.956 


lZlo 


1-Zj 


0.996 


0.969 


n i ft 
lZly 


1-U 


0.967 


0.909 


1 1ll 

12Z1 


1 16 
i-io 


0.978 


0.938 


1222 


1 37 


0.939 


0.646 


IZZi 


1-73 


0.982 


0.945 


lZZo 


1 31 


0.991 


0.925 


1 OOQ 

lZZo 


1-37 


0.953 


0.778 


1Z31 


1-73 
i— 


0.965 


0.907 


17^7 

1Z3Z 


1-73 


0.965 


0.907 


1 7^7 


1-23 


0.965 


0.907 


1 77** 


1-21 


0.873 


0.596 


1Z4U 


1-20 


0.987 


0.949 


1 1/1 1 
1Z41 


1-22 


0.994 


0.890 


lZ*t*f [ 


1-27 


0.998 


0.952 


174*^ 


1-27 


0.998 


0.952 


17A7 


1-23 


0.980 


0.931 


IZjJ 


1-17 


0.945 


0.731 


1 7**Q 


1-20 


0.984 


0.923 


17*^0 


1-32 


0.956 


0.757 


1 7£1 
1Z01 


1-20 


0.967 


0.781 


1767 
1ZOZ 


1-18 


0.961 


0.886 


1ZOJ 


1-23 


0.991 


0.915 


1 zoo 


1-23 


0.991 


0.915 


1767 


1-19 


0.973 


0.788 


176R 


1-34 


0.988 


0.888 


1269 


1-21 


0.922 


0.610 


1271 


1-23 


0.910 


0.653 


1272 


1-18 


0.997 


0.757 


1275 


1-29 


0.989 


0.943 


1278 


1-34 


0.994 


0.867 


1279 


1-15 


0.983 


0.957 


1280 


1-15 


0.969 


0.641 


1281 


1-36 


0.916 


0.620 


1282 


1-36 


0.916 


0.620 


1283 


1-36 


0.896 


0.584 
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TABLES 



SEOID 


Position 


Maximum score 


Average score 


1287 


1-18 


0.836 


0.471 


1288 


1-31 


0.952 


0.767 


1290 


1-22 


0.962 


0.904 


1292 


1-33 


0.904 


0.641 


1293 


1-33 _ 


0.904 


0.641 


1295 


1-27 


0.962 


0.882 


1297 


1-30 


0.995 


0.964 


1298 


1-30 


0.995 


0.964 


1300 


1-25 ! 


0.998 


0.961 


1302 


1-16 


0.921 


0.729 


1303 


1-24 


0.991 


0.913 


1310 


1-52 


0.987 


0.492 


1311 


1-19 


0.903 


0.592 


1314 


1-16 


0.887 


0.735 


1315 


1-27 


0.911 


0.682 




1-27 


0.911 


0.682 


m7 


1-25 


0.987 


0.924 


111Q 


1-20 


0.973 


0.759 




1-20 


0.968 


0.733 




1-16 


0.969 


0.894 




1-16 


0.969 


0.894 




1-28 


0.957 


0.874 




1-17 


0.972 


0.946 




1-17 


0.972 


0.946 




1-18 


0.905 


0.593 


1328 


1-16 


0.895 


0.561 


1329 


1-17 


0.978 


0.896 


1330 


1-20 


0.988 


0.963 J 


1333 


1-24 


0.985 


0.965 1 


1335 


1-22 


0.966 


0.767 


1343 


1-32 


0.954 


0.675 


1344 


1-18 


0.951 


0.879 


1345 


1-30 


0.978 


0.901 


1347 


1-20 


0.961 


0.880 


1348 


1-18 


0.978 


0.940 


1350 


1-23 


0.989 


0.868 


1352 


1-23 


0.993 


0.883 


1354 


1-25 


0.924 


U.JO/ 


1358 


1-18 


0.993 


0.909 


1359 


1-15 


0.855 


0.706 


1360 


1-31 


0.985 


0.908 


1361 


1-17 


0.995 


0.950 


1362 


1-17 


0.995 


0.950 


1364 


1-29 


0.962 


0.860 


1366 


1-17 


0.978 


0.905 


1368 


1-26 


0.958 


0.843 
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585 







SEQlID 


GENOMIC LOCATION 


1 


17 




2 


17 




3 


17 


4 


17 


5 


17 


6 


2 




7 


7 




8 


16 


9 


15 


10 


20pll.2-11.22. 




11 


4 


12 


12 


13 


13 


14 


14q24 


15 


18 


16 


4 


17 


12q 


1* 


7 


19 


22ql2.2 


20 


17 


21 


1 


22 


20 


23 


1 


24 


6 


25 


15 


26 


13q34 


27 


2q21.2 


28 


2q21.2 


29 


12 


30 


4 


31 


4 


32 


19 


33 


19-specific 


34 


3 


35 


2 




36 


1 


37 


11 


38 


17 


39 


10 


41 


Xp22 


42 


8 


43 


19 


44 


6 


45 


3 


46 


19ql3.3 » j 


47 


1 


Aft 


1 


49 


1 : 


50 


1 


51 


X 


52 


22ql3.33 


53 


19 


54 


19 ! 


55 


6 


56 


3 
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TABLE 6 



CPA m 


GENOMIC LOCATION 


J / 


4 


CQ 


13 


JO . 

39 . 


11 


OU 


1 


Dl . . , 


19 


62 


13 


Oi 


12 


64 m 


6 


OJ 


1 j\ 


66 


4 


67 


7 


68 


20 


69 


11 


70 


12pl3 


71 


1d32.1-33 


72 


3 j 


73 


14 j 


74 


14 


75 


6pl 1.2-12.3 , 


76 


11a 


.77 


15 


78 


19 


79 


2 


80 


9 


81 


9 


82 


9 


83 


11 


Oil 

84 


2pl3 


oc 

85 


11 


86 


lp36.2-36.33 


87 


1 


no 


17 


89 


20pl3 


90 — 


7q22-q31.1 


m 
91 


4 


no 
92 


7 


93 


17q25 




llql3.3 


oc 
9> 


8q22-q23 




11 


OS 


8 


OO 


7 


inn 


4 


mi 


2 




6ql6.3-22.1 


103 


4 


104 


5 


105 


5 


106 


Xpll3 


107 


12pter-pl331 


108 


4 


109 


19 


110 


10cen-q26.11 


111 


19pl3 


112 


17 
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TABLE 6 





GENOMIC LOCATION 


113 J 


17 


114 


17 


lis 


6 


116 


14 


1 17 


14 


118 




1 10 ! 


3 


190 


1 


191 


in 


199 


14 


191 


14 


194 


4 


19*> 


15q21.3 


196 


15 


197 


6 


111 


17 


119 


11q 


1 11 


Hq 


1 1^ 


lp36.12 


1 


16 


1 17 
Id/ 


18 


1 1Q 


3 


1 *1Q 


2 


1 Art 


llql3 


1A1 

I'll „__ — — 


7q33-q35 


149 


7q33-q35 


l*fZ , . 

141 


4 


144 


6q25.3-27 


14S 


8 


146 


8 


147 


17 


14R. 


17 


149 


11 


150 


22 


151 


17 


152 


17 


1S1 


Xq22 


1<54 




155 


14 


156 


13ql2 11-12.3 


157 


9 


158 


29q12 


159 


?-?-q12 


160 


1ft 


161 


10 


ifil 


15ql5 


164 


15q15 


165 


17 


166 . 


4 


167 


4pl6 


168 


4pl6 


169 . 


4pl6 


170 


11 


171 


5 


172 


14 
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TABLE 6 





GENOMIC LOCATION 


, — ■ 

17a 


15 
15 


174 

I IJ 


8p21.3-qll.l 


1 to 


8p21.3-qll.l . 


177 


3p21-pl2 


178 

I/O — _ 


19 




170 


16 




ism 


22ql2 


181 


X 




1 87 


6 


loZ n — 

1 

iOJ - 


5pl3 


1 8A 


5pl3 


1 fi£ 


12q 


1 87 


10 


1 88 


3 


1 80 


2 


1 OA 


22 


1 Ol 


7 


1 Q7 


19 


iyz 

iqi 

lyj _ 


14 


1 QA 

iy** . . 


llq22 


1 QK 


llq22 


iyo 


llq22 


lyy — 


15 


1 oc 

Ly& . 


4 


1 QQ 


4q28-q32 




6p21.1-22.2. 


oni 

ZUi — — — 


12 


Zl/Z . 


2p24 


mi 


2p24 


nr\A 


1 




14 


l(\f\ 


18 


7fY7 


20 


7ftR 


19 


7 no 


1 


710 


4 


71 1 


1 


717 


4 


213 


3 


214 


3 


215 


9 


216 


1 


717 


11 


218 


7a 


219 


7q 


220 


17 


221 


5 


222 


15 


223 


in 


224 




225 


8 


226 


8 


227 


0 


228 


8 
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TABLE 6 



hh,ij iv 


GENOMIC LOCATION 


229 - 


18 


230 — -- 


7pter-p22 


231 


7 




232 -- 


17 


233 


17 


234 


17 


235 


10 




236 


Ip34.1-lp35. 




237 . . 


4pl6-pl5 




238 „ 


4pl6-pl5 


239 


4pl6-pl5 


240 


4pl6-pl5 


241 — 


4pl6-pl5 


242 


20 


243 __ 


6pl2.3-21.2 


244 


2 


245 


6p21.2-22.1 


246 


19ql3.4 


247 


llql3.3 


248 


6 


249 


18 


251 


3 


252 


11 


253 


11 


254 


19 


255 


6 


256 


2 


257 


Xp22 


258 


Xp22 


259 


20ql2-13.1 


260 


20ql2-13.1 


261 


20ql2-13.1 


ZoZ 


20ql2-13.1 


263 


16 


264 


4 


265 


11 


ZOO 


9q34.2-34.3 


267 


20 


ZOO 


12 


zoV 


7 




9 


Z/l 


20 




III 


14 


111 


9o34.1-35.1 


Z /4 _ 


17 


275 


10 


276 


10 


277 


10 


278 


10 


279 


1D36.1 1-36.31 


281 


11 


282 


3p21.3 


283 


14 


284 


1 


285 


1 
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TABLE 6 



SEQ ED 


fTENOMIC LOCATION 


286 


11 


287 


22a 12 3-13.2. _ 


288 


1 1 


289 


17n2l 3 


290 


0 


291 


\rP2 2-31.1 


292 


1d22 2-31.1 


293 


19 


294 


Xq23 


295 


Xq23 


296 


10o25 3-a26.2 


297 


i 


298 


20a12-l3 2 ! 


299 




300 


2 


301 


2 


302 


19n?4 1 


303 


90n1 1 21-15 13 


304 


R I 


305 


1 


306 


_i±3 ■ 


307 


1ftn10-n91 1 
loqiz-qxi 


308 


1/1 


309 


c 
D 


310 


9 


311 




312 


19n*H 5? 


313 




314 


13 


315 


22ql3.1 


316 


18 


317 


11 


318 


11 


319 


\ 


320 


2 


321 


AaYI 


322 


11 


323 


11 


324 


Xnl2 1-13 


IOC 

325 


g 


326 


22. 


328 


3 


329 


9 


330 


9 


331 


5 


332 


22ql3.31-13.33 


333 


22ql3.31-13.33 


334 


10 


335 


3 


336 


15 


337 


5 


338 


5 


339 


3p 


340 


3 


341 


3 
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TABLE 6 



I — — — 

SEQ ID 


GENOMIC LOCATION 


342 


5 


343 


12 


344 


14 


345 


14 


346 


3 


347 


16 — 


348 


4 


349 


6a24 3-25.3 


350 


5 


351 


1 


352 


9a31 1-31.3 


353 


2 


354 


16 


355 


6 


356 


5ql3 


357 


17 


359 


< 


360 


19 


361 


K 


362 


1 1nl4 l-n21 


363 


1?n 


364 


9?n11 11-13 33 


365 


O 


366 


2 


367 


2 


368 


22all 1-all 2 


369 


16 


370 


17 i 


371 


1 1 


372 


20 1 


373 


20 


374 


20 


375 


20 


376 


15al3-al4 


377 


1 


378 


16pl3.3 


379 


20 


380 


3 


381 


1d32-d31 


382 


q42 2-43 


383 


x 


384 


15 


385 


16 ! 


386 


8 


387 


lr»7S-n24 


388 


11 


389 


7 


390 


7 


391 


2 


v>? 


22 




22 


394 


12 


395 


12 


396 


12 


397 


12 
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TABLE 6 



CPA TT* 

SEQ ID 


GENOMIC LOCATION 


5yo 


12 




5yy 


14 


Ai\f\ 

4UU . 


2 


4U1 , 


3 


A(Y> 


1 


4U3 


19ql3.4 


4U4 ... 


19ql3.4 


41D _ 


17ql2-q21 


4Uo 


17ql2-q21 


40/ . 


17ql2-q21 


a no 
408 


10 


Af\f\ 

409 


10 


410 


12pl3.3 




A 1 1 

411 — 


Xql3.2-21.1 


412 _ 


12 P 13 


413 


12pl3 




114 

414 


19 


415 


7q22 


416 


19 


417 


8 


418 


8 


419 


18 


420 


7 


421 


lq25.1-31.3 




422 


R 


423 


11 


424 


11 


425 


16 


42o 


19pl3.3 


427 


11 


/too 
4Zo 


2 


/ion 

429 


7 


/ion 
43 U 




431 


4 


432 


4 


Alt 

433 


19 


434 


19 


433 


5 


43o 


14 


43/ 






22q13 


4jy 


20pll.22-12.2 


44 U 


2 


441 


2 


AAO 

44Z 


4 




1 


444 


1 


445 


8 


446 


8 


447 


7pll_2-qll.2 


448 


8 


449 


19 


450 


6 


451 


7q22-q31.1 


452 


19 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION j 


453 


4q22-q24 


454 


17 


455 


8 


456 


1 


457 


] 


458 


19 


459 


7q33-q35 


460 


7q33-q35 


461 


14 


462 


4 


463 


2 J 


464 


17 


465 


17 


466 


19 


467 


12 


468 


llq22 


469 


1 1 


470 


1 0cen-o26 1 1 


471 


22a 12-13 


472 


50a 13 33 


473 


i 


474 


i 


475 


17 


476 


18 


477 


*\ 


478 


12 


479 


16 


480 


5 


481 


2 


482 


2q33-q34 


483 — — 


19 


484 _ 


4 


485 


12pl2.3-13.2 


486 


3 


487 


3 


488 „ . 


19 


489 


19 


490 


19 


491 


10pl2 


492 


17 


493 


10 


494 ■ 


12 


495 


18 


496 


13 


497 


10 


498 


16 


499 


22ql2.2 


500 


X 


501 


3 


502 


15 


503 


3 


504 


19 


505 


19 


506 


19 


507 


5 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


508 


7a21.2-q31.1 


509 


2 


510 


2pl3 


511 


Ip21-pl3 


512 


7 


513 


11 


514 


16 


515 


9 


516 


18 __j 


517 


10 


518 


5 1 


519 


10 J 


520 


21q22.3 


521 


7 


522 


1n21 1-n14.2 


523 


lq21 


525 


1a25 1-31 1 


526 


7rrt5 


527 


Q 


528 


\ 


529 


5frt? 


530 


19 


531 


7 


532 


1R 


533 


1 


534 


9? 


. 535 




536 


x 


537 


4n71-a25 


538 


1fl23-o25 1 1 


539 


18 


540 


22ql2 


541 


3d24 


542 


19d13 1 


543 


2 


544 


14 


545 


6d21 1-21.3 


546 


12 


547 


22ql2-13. i 


548 


22ql2-13. 


549 


22ql2-13. 1 


550 


17 


551 


14 


552 


15 


553 


15 


554 


1 


555 


lq23.2-24.3 


556 


15q21.1 


557 


3 


558 


12q24.1 


559 


17 


560 


19 


561 


19 


562 


9 


563 


5 
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595 
TABLE 6 



SEO ID 


GENOMIC LOCATION 


564 


7 


565 


2 




566 


11 


567 


5 


568 


5 


569 


1 


570 


3 




571 


14q24.3 




572 


Ilq22.3-q23.1 


573 


Ilq22.3-q23.l 


574 


17 


575 


4 


576 


I2q 


577 


13ql4.2-14.3 


V7* 


3 


579 


10 


580 


15 


581 


1ft 


582 


10 


583 


6 


584 


11 




585 


X 


586 


17 


587 


7 


588 


3 


589 


2 


590 


8 


591 


20 


592 


17 


593 


17 


594 . 


5 


595 


1 


596 


16 


597 


7 


598 


7 


599 


7 


600 


17 


601 


2 


602 


9 


603 


7 


604 


19 


605 


16q22 


606 


17 


607 


n 


608 


nq 


fiOO 




610 


9 


611 


20 


612 


2 


613 


6 


614 


6 


615 


15 


616 


22ql3.32 


617 


11 


618 


11 
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SEQ ID 

619 
620 
621 
622 
623 



624 



625 
626 
627 
628 
629 
630 
631 



596 
TABLE 6 



GENOMIC LOCATION, 



15 



15q21.3 
15g21.3 



14 



14q _ 



2p22-2p21 



06 



632 
633 



634 

635 

636 

637 

638 

639 

640 

641 

642 

643 

644 

645 

646 

649 

650 

651 

652 

653 

654 

655 

656 

657 

658 

659 

660 

661 

662 

663 

664 

665 

666 

667 

668 

669 

670 

671 

672 

673 

674 

675 



8 

8 

17q25.2-q25.3 
16 



J3 

JL3 

1 

19 

19 

9 

19gl3.2 
19gl3.2 
lp36.1 

_19 

J 

Xq23 
2q35 
_17 

J 

lg21 



14 

2 



Ip36.2-p35 

2 

16 



10 
10 
16 



J7 

_L2 

16pll>2 

n 

J7 

2 

12pl33 
12pl33 

J 

2 
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TABLE 6 



SEQ DO 



676 
677 
678 
679 
680 
681 
682 
683 



GENOMIC LOCATION 



6p21.2-21.31 

19 

19 

JL9 

3 

2ql4 
12 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

location of 

IUVAUUU ul 

first amino 
acid residue 
of peptide 
seijueiiwt: 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residne of 

neotide 

sequence 


Amino acid sequence (X=Unknovm, *=3top codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


1967 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFAIJjC 
LPWIiQEAGAVQTVPLSRLPDHAMIjQAHRAHQLAIDTY 
QEFEETYIPKDQKYSFLHDSQTSFCFSDSIPTPSNME 
ETQQKSNIiELIiRISLLLIESWLEPVRIIiMSIVPN 


1968 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLIiIiAFAIjIiC 
LPWLQEAGAVQTVPLSRIiFDHAMLQAHRAHQLAIDTY 
QEFEETYIPKDQKYSFLHDSQTSFCFSDSIPTPSNME 
ETQQKSNLEUjR I S LLLI E S WLE PVR I LM S I VPN 


1969 


A 


75 


509 


DPKAQLPEPI1RVLWTAHLVAMAPGSRTSLLLAFAI1LC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQIiAIDTY 
QEFEETYIPKDQKYSFLHDSQTSFCFSDSIPTPSNME 
ETQQKSNLEIJjRISLLLIESWIiEPVRIIiMSIVPN 


1970 


A 


75 


509 


DPKAQLPE PLRVLWTAHLVAMAPGSRTSLLIiAFAIjIjC 
LPWLQEAGAVQTVPLSRIiFDHAMLQAHRAHQIiAI DTY 
QEFEETYIPKDQKYSFLHDSQTSFCFSDSIPTPSNME 
ETQQKSNLELLRI SLLLIESWLEPVRILMSIVPN 


1971 


A 


1764 


4 03 


KAAKKALCWLEPPQCAGLEGLGWVWSCSVSTGPRMQA 
IiVLLLCIGALLGHS SCQNPAS PPEEGSPDPDSTGALV 
EEEDPFFKVP VNKLAAAVSNFGYDLYRVRS SMS PTTN 
VLLS PLSVATAIiSALSIiGAEQRTESI IHRALYYDLI S 
SPDIHGTYKELIiDTVTAPQKNIiKSASRIVFEKKIiRIK 
SSFVAPLEKSYGTRPRVLTGNPRLDLQEINNWVQAQM 
KGKLARSTKE I PDE I S I LLLG\ VAHFKGQ\WETKFDS 
RKTSLEDFYIiDEERTVRVPMMSDPKAVLRYGLDSDLS 
CKI AQLPLTGSMS 1 1 FFLPLKVTQNLTLIEESLTSEF 
IHDIDRELKTVQAVLTVPKLKLSYEGEVTKSLQEMKL 
QSLFDSPDFSKITGKPI KLTQVEHRAGFEWNEDGAGT 
TPS PGLQPAHLTFPLDYHIiNQPFI FVLRDTDTGALLF 
IGKIIiDPRGP 


1972 


A 


3 


147 


QPIiNHYFICSSHNTYLVGDQLCGQSSVEGYIRCSGGR 
EGVQLMRGTM 


1973 


A 


2 


2117 


FVVAASGGCWFVLGERRAGSLLSASYGTFAMPGMVLF 
GRRWAI ASDDLVF PGFFELVVRVLWWIGILTLYLMHR 
GKLDCAGGALLSSYLIVLMILLAVVICTVSAIMCVSM 
RGTICNPGPRKSMSKLLYIRIiALFFPEMVWASLGAAW 
VADGVQCDRTWNGI I ATVWSWI 1 1 AATWSI 1 1 VF 
DPLGGKMAPYSSAGPSHLDSHDSSQLLNGLKTAATSV 
WETRI KLLCCCI GKDDHTRVAFS STAELFSTYF SDTD 
LVPSDIAAGLALLHQQQDNIRNNQBPAQVVCHAPGSS 
QEADLDAELKNCHHYMQFAAAAYGWPLYIYRNPIiTGL 
CRIGGDCCRSKNPQTMT/MVGGDQLQL/ CTSAPILHT 
HRAAVQGLHPRQLPWTRFTELPFLVALDHRKESWVA 
VRGTMSLQDVLTDLSAESEVLD VECEVQDRLAHKGI S 
QAARYVYQRLINDGILSQAFSIAPEYRIiVIVGHSLGG 
GAAALLATMVRAAYPQVRCYAFS PPRGLWSKALQEYS 
QSFIVSLVLGKDVI PRLS VTNLEDLKRRI LRWAHCN 
KPKYKILIiHGLWYBLFGGNPNNLPTELDGGDQEVLTQ 
PLLGEQSLIiTRWSPAYSFSSDSPLDSSPKYPPLYPPG 
RIIHLQEEGASGRFGCCSAAHYSAKWSHEAEFSKILI 
GPKMLTDHMPDILMRALDSVVSDRAACVSCPAQGVS S 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 

dUU IKWUUC 

of nentide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


a • • J M^MvvAvkMA /V— T Tn lrnnWTI *=Sf"nn 1* Off fill. 

Ammo acid sequence {a— unKnown, oiop vuuuu, . 
/possible nucleotide deletion,=possible nucleotide 
insertion) 


1974 


TV 

A 




616 


VDVA 

EVHQGTEVRDSEVRRRPQARGPLMPAERAGRQRWLVP 
ALQPRRGGLRR * RGAVRQHGAHPHGIiLLQDQKI PALP 
GRKQAGSLHAPGTEGEPDHGGDPVLDAGIQHHRQQRH 
PTADHLNPGEHRRGEAHVRAAV* PAAGAEGAAKERRA 
HQANTALQVHRR*LGSFAELRLLRKPGRTSVWPSPM 


1975 


A 


337 


440 


PIiALCLAPAAS LHELCAAKVS EVIjHNRVHRtisE V 


1976 


A 


1454 


1101 


AFYNANSCIiNVFCFCFCFWRQSRCI SQAGVQWCDLS S 
LQPPLPRFKRFSYLSLPSSWDYRHAPPCPANFCI \LV 
ETGLCHIGHACLELLTSGDPPALASQSAGITGMSHST 

QPCIAVS 


1977 


A 


2 


1454 


DDFVGVLSATAQVCTMAARLVSRCGAVRAAPHSGPL/ 
AVLAQWRR\ STDTVYDVWSGGGLVGAAMACALGYD 
IHFHDKOLLLEAGPKKVLEKLSETYSNRVSSI S PGS 
ATLLSSFGAWDHIOSrMRYRAFRRMQVWDACSEALIMF 
DKDNLDDMGYIL\ENDV\IMHAFTKQLEAVSDRVTVIi 
YRSKAIRYTWPCPFPMADSSPWVHITLGDGSTFQTKL 
LIGADGHNSGVRQAVGIQNVSWNYDQSAWATLHLSE 
ATENNVAWQRFLPSGPIALLPLSDTLSSLVWSTSHBH 
AAELVSMDEEKFVD AWS AF WSDADHTDF I DTAGAML 
QYAVSLLKPTKVSARQLPPSVARVDAKSRVLFPLGLG 
HAAEYVRPRVALIGDAAHRVHPIiAGQGVNMGFGDISS 
IAHHLSTAAFNGKDLGSMSHLTGYETERQRHOTALIiA 
ATDLLKRLY STSAS PLVLLRTWGLQATNAVS PLKEQI 
MAFASK 


1978 


A 


3692 


3395 


LKDSLLRFFFFEMESCSVTRIiECSGVISAHRNIiRIiPG 
SSNS PTSASQVAGTTGMHPHTQLI FVFSAETGFPHAG 
QDGLDLL/NLVISPPWPPKVLGLQA 


1979 


A 


oj 


265 


SALLGLPSSWDYRRPPPRPANFLYF* *RRGFTVLARM 
VSIC*PRDPPASASRSAGISGVSRGRPPS 


1980 


A 


751 


176 


LPGADYGGGHLSLRLFHLLLTSAAWVPDESQVTLNSA 
ICVLSTVLIMEFPDLGKHCSEKTCKQLDFLPVKCDAC 
KQDFCKDHFPYAAHKCPFAFQKDVHVPVCPLCNTPI P 
VKKGQI PDVWGDHIDRDCDSHPGKKKEKI FTYRCSK 
EGCKKKEMLQMVCAQCHGNFCIQHRHPLDHSCRHGSR 

PTIKAG 


1981 


A 


250 


118 


DSLTRLPALCSLQLGRKVETITI IYDCEGLGLKHLWK 
PAVEAYG 


±9oz 


A 




1157 


SIQEKCFDSSCGRNSLIiSFSLSYKESHKTFIFYCWVY 
RLCIWI\TAIWQYESLKSRVQSYFDGIKADWIiDSIRP 
QKEGDFRKE INKWWNNLSDGQRTVTGI I AANVLVFCL 
WRVPSLQRTMIRYFTSNPASKVLCSPMIiLSTFt>Hl? £>li 
FHMAANMYVLWSFSSSIVNILGQEQFMAVYLSAGVIS 
NFVSYLGKVATGRYGPSLGASGMMTVLAAVCTKIPE 
GRLAI I FLPMFTFTAGNALKAI IAMDTAGMILGWKFF 
DHAAHLGGALFGIWYVTYGHELIWKNREPLVKIWHEI 
RTNG PKKGGGS K 


1983 


A 


289 


392 


RAFAEAMRGYHGDRGSHPRPARFADQQHMDVGPA 


1984 


A 


9B 


1474 


MAWASRLGIiLLALIiLPWGASTPGTVVRLNKAALSYV 
SEIGKAPLQRALQVTVPHFLDWSGRALQPTRIRILNV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (XKJnknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HVPRLHLKFIAGFGVRLLAAANFTFKVFRAPEPLELT 
LPVELLADTRVTQSSIRTPVVS I SACSLFSGHANBFD 
GSNSTSHALIiVLVQKHI KAVLSNKLCLS I SNLVQGVN 
VHLGTLIGLNPVGPESQIRYSMVSVPTVTSDYISLEV 
NAVLFLLGKPI ILPTDATPFVLPRHVGTEGSMATVGL 
SQQLFDSALLLLQKAGAIiNLDITGQIiR^ 
LGRLIPKVARQFPEPMPVVLKVRLGATPVAMLHTNNA 
TLIU^PFVEVLATASNSAFQSLFSLDVVVNLRIjQIiSV 
S KTVKLQGTTS VLGDVQLTVAS SNVGF I DTDQ VRTLMG 
TVFEKPIiLDHLNALIiAMGIALPGVVNLHYVA^ 
EGYWIS SGLFYQS * _ 


1985 


A 


541 


176 


GPHTSNRPRXRHCTXGPSTXXTXAGSGYSPAHGRAWG 
APCXSW*RSPGPRGGRESGTCRPAAAPAPAPAGGCRA 
GTGAWPPGSATS PRC* S PAAPRGAGPQPGSGGSHGGT 
ARMCACKLAAS 


1986 


A 




1943 


AGRRIiTQAGTUjGTAItAFGTRIjLVS SDMKSWSTVLAV 
MGKAFSEAAFTTAYLFTSELYPTVLRQTGMGLTAIiVG 
RjjSGSIiAPIiAAIiLDGVWIiSIiPKLTY 
LLPETRQAQLPETIQDVERKSAPTSLQEEEMPMKQVQ 

N 


1987 


A 


1 


555 


KKVGNYYTTPI YRFRMKCHLCVNYIEMQTDPANCDYV 
IVSGAQRKEERWDMADNEQVLTTGERHPLTCLGAL/D 
PESALGPPKPSRALIVAEHEKKQKLETDAMFRLEHGE 
ADRS TLKKALPTLSH I QEAQS AWKDD FALNSMLRRRF 
RVRGAPARGQRGCMVDQGPGPALPPPHPS FEQATCTF 


1988 


A 


2867 


847 


GLPGI PGLPGFPGVAGPPGI TGFPGFIGSRGDKGAPG 
RAGLYGEIGATGDFGDIGDTINLPGRPGLKGERCTTG 
IPGLKGFFGEKGTEGDIGFPGITGVTGVQGPPGLKGQ 
TGFPGLTGPPGSQGELGRIGLPGGKGDDGWPGAPGLP 
GFPGLRGIRGLHGLPGTKGFPGSPGSDIHGDPGFPGP 
PGERGDPGEANTLPGPVGVPGQKGDQGAPGERGPPGS 
PGLQGFPGITPPSNI SGAPGDKGAPGIFGLKGYRGPP 
GPPGSAALPGSKGDTGNPGAPGTPGTKGWAGDSGPQG 
RPGVFGLPGEKGPRGEQGFMGNTGPTGAVGDRGPKGP 
KGDPGFPGAPGTVGAPGIAGI PQKIAVQPGTVGPQGR 
RGPPGAPGEMGPQGPPGEPGFRGAPGKAGPQGRGGVS 
AVPGFRGDEGPIGHQGPIGQEGAPGRPGSPGLPGMPG 
RSVSIGYLLVKHSQTDQEPMCPVGMNKLWSGYSLLYF 
EGQEKAHNQDIjGIiAGSCIiARFSTMPFLYCNPGDVCYY 
ASRNDKS YWLSTTAPLPMMPVAEDE I KPYI SRCS VCE 
APAI AIAVHSQDVS I PHCPAGWRSIiWIGYSFLMHTAA 
GDEGGGQSLVSPGSCLEDFRATPFIECNGGRGTCHYY 
ANKYSFWLTT I PEQS FQGS PSADTLKAGLIRTHI SRC 
QVCMKNL 


1989 


A 


1 


777 


LIYNEDMICWIESRESSNQLKCIQITKAGGLTDEWTI 
NILQSFHNVQQMAI DWLTRNL YFVDHVGDRI FVCNSN 
GSVCVTLIDLELHNPKAIAVDPIAGKLFFTDYGNVAK 
VERCDMDC24NRTRI IDSKTEQPAAI1AI1DLVNKLVYWV 
DLYLDYVGWDYQGKNRHAVIQGRQVRHLYGITVFED 
YLYATNSDS YNI VRI SRFNGTDI HSLI KIKNAWGI RI 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

nentide 
sequence 


Amino acid sequence (A— unKnown, =»iop coauu> 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 

YQKRTQPTVRSHACEVDPYGMPGGCSHI CLLSSS YTK 


1990 


A 


1 


777 


LIYNEDMICWIESRESSNQLKCIQITKAGGLTDEWTI 
NI LQS FHNVQQMAI DWLTRNLYFVDHVGDRI FVCNSN 
GSVCVTLIDLELHNPKAIAVDPIAGKLFFTDYGNVAK 
VERCDMDGMNRTRI IDSKTEQPAALALDLVNKIjVYWV 
DLYLDYVGVVDYQGKNRHAVI QGRQVRHLYGITVFED 
YIiYATNSDS YNI VRI SRFNGTDIHSLIKIENAWGIRI 
YQKRTQPTVRSHACEVDPYGMPGGCSHI CIxOSSSYTK 


1991 


A 




1214 


LPFLSFFLSFFLFFLRWSFALI AQAGVQWCNFGS PQP 
PPPGFKRFSCLSLLSSWDYRHTPPCIiANSVFLVDTGF 
LHVGQAGLELPTSGDPPTSASQSAGITSVSHCAQPVT 
AISKEEREQAEGPDSQGTGSSAGQ 


1992 


A 


1 


660 


GFHPNTTHYRARAAARAGAGS FVGEVSAVDKDFGPNG 
EVRYSFEMVQPDFELHAISGEITNTHQFDRESLMRRR 
GTAVFSFTVI ATDQGI PQPLKDQATVHVYMKDINDNA 
PKFLKDFYQATI SESAANLTQVLRVSASDVDEGNNGL 
IHYSI IKGNEBRQFAIDSTSGQVTLIGKLDYEATPAY 
SLVIQAVDSGTIPLNSTCTLNIDILDENDNTPFFP 


1993 


A 


1 


660 


GFHPNTTHYRARAAARAGAGS FVGEVSAVDKDFGPNG 
EVRYS FEMVQ PDFELHAI S GE I TNTHQFDRE S LMRRR 
GTAVFSFTVI ATDQGI PQPLKDQATVHVYMKDINDNA 
PKFLKDF YQAT I SESAANIiTQVLRVSASDVDEGNNGL 
IHYSIIKGNEERQFAIDSTSGQVTLIGKLDYEATPAY 
SLVIQAVDSGTIPLNSTCTLNIDILDENDNTPFFP 


1994 


A 


2 


271 


GSVAIiHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
SQLIRAGKPYQLQVALPPVSPQIYPNERHSIRCPESG 
EHYEVTLLHFLQEYL 


1995 


A 


289 


418 


LWTLYRHKQQVQHNHSNRI^CRPSQEDRATHTIMVLD 
KENTLS 


1996 


A 


3 


673 


RNFRVDDFVAELKLKQVRWTPAAP* SKETTQGLRRLH 
VNGRCEPKGLDPEMGRRSSDTEEESRSKRKKKHRRRS 
SSSSSSDSRTYSRKKGGRKSRSKSRSWSRDLQPRSHS 
YDRRRRHRSSSSSSYGSRRKRSRSRSRGRGKSYRVQR 
SRSKSRTRRSRSRPRLRSHSRSSERSSHRRTRSRSRD 
RERRKGRDKEKREKEKDKGKDKELHNIKRGESGNIKA 
GLE/HSATS * TGQSQTTAGS * SCCKS * * SI ESQRKK* 
GRSKE/QERRKTKPPW*NK*KE*KFGGRRRRPDLKKR 
LRDCGACTSTGGVSPKVOTQKWDVGHQILKKKAEARE 
KRNTVDGPPRAVLQIVEHTAERKEEGNQDQSQDLGPE 
I FSLVHI LM I ED AGI DQAVALLMAPEGNEVEWQGVE 
GNPI EFRGLGQKAEQEGPGQDLVSVLI VVAVKGPVTE 
ERWGLGIENDVRAEIKRKEKRRRIKGRTRNYITSNV 
GNLETSKLD 


1997 


A 


279 


762 


VGNFQRQLAEAKEDNCKVTIMLENVLASHSKMQGALE 
KVQI ELGRRD S E IAGIiKKERDXjNQQRVQKLEAEVDQW 
QARMIjVMEDQHNSEIESI^KAIiGVAREDNRiaiAMSIiE 
QALQTNNHLQTKLDHIQEQIiESKEIiERQNLETFKDRM 
TEE S KVR T iHAE 


1998 


A 


3 


1434 


PPNMDNSMGTEEITVLKGSSTSMACITDGTPAPSMAW 
LRDGQPI^LDAHLTVSTHC3WIjQIiI»KAETEDSGKYTC 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










I ASNEAGK VS KHF I LKVLVP P S FQKLWE I GNMLDTGR 
NGEAKDVT INNPI SIiYCETNAAPPPTLTWYKDGHPLT 
SSDKVLILPGGRVLQI PRAKVEDAGRYTCVAVNEAGE 
DSLQYDVRVLVPPI I KGANSDLPEEVTVLVNKS ALIE 
CLSSGSPAPRNSWQKDGQPIJjEDDHHKFLSNGRIIiQI 
LNTQITDIGRYVCVAENTAGS AKKYFNLNVHVP PSVI 
GPKSENLTVWNNFI SLTCEVSGFPPPDLSWLKNEQP 
I PIjNTNTLIAPGGRTLQI irakvsdggeytciainqa 
GESKKKFSLTVYVPPSIKDHDSBSLSWNVREGTSVS 
IiE CESNAVP PPVI TWYKNGRMI TE STHVB I LADGQML 
HI KKAEVSDTGQYVCRAINVAGRDDKNFHLNVY 


1999 


A 


2 


1333 


RSGEGFHVNSS *TWVSRS * EMDETPGSEVPGDKAAEE 
QGDDQDSEKSKPAGSDGERRGVKRQRDEKDEHGRAYY 
RFRF.RAYHSRSKSPLPPEEEAKDEEEIXJTLVNIiDTYT 
SDLHFQVSKDRYGGQPLFSEKFPTLWSGARSTYGVTK 
GKVCFEAKVTQNIiPMKEGCTEVSLLRVGWSVDFSRPQ 
LGEDEFSYGFDGRGIiKAENGQFEEFGQTFGENDVIGC 
FANFETEEVELSFSKNGEDLGVAFWISKDSLADRAIiL 
PHVLCKNCWELNFGQKEEPFFPPPEEFVFIHAVPVE 
ERVRTAVPPKTI EECEVI LMVGLPGSGKTQWALKYAK 
ENPEKRYNVLGAETVLNQMRMKGLEEPEMDPKSRDLL 
VQQASQCLSKLVQI ASRTKRNFIIiDQCNVYN SGQRRK 
LLIiFKTFSRKVVVVVPNEDDWKKRIjELRKEVEGRVFP 


2000 


A 


1 


lUou 


1 1 FLFF * PYIiQS VI FLFVT RGLEMKYGNE IMNKDPVF 
RI SPRSRETHPNPEEPEEEDEDVQAERVQAANALTAP 
NIiEEEPVITASCIiHKEYYETKKSCFSTRKKKIAIRNV 
SFCVKKGEVLGLIiGHNGAGKSTSI KMITGCTVPTAGV 
VVLQGNRASVRQQRDNSIiK/ FLGYCPQENSIiWPKLTM 
KEHLELYAAVKGLGKDAALS IS* LVEALKLQEQLKAP 
VKTLSEGIKRKLCFVLSILGNPSVVIJiDELFTGMD 
GQQQMWQI LQATI KNQERGALLTTHYMSEAKSLCDRV 
AIMVSGTIiRCIGSIQQL/KKFGKDYLLEIKMKEPTQV 
EALHTEILKLFPQAAWQERYSSL 


2001 


A 


1 


2543 


TISSSPKWRLSGWRAPCCWGFEWAGGPGDPFPAAEA 
J^EDESGTLLRSGGGAGEQWQQGLRWRPRSGMCESYSR 
SLLRVSVAQI CQALGWDSVQLSACHLLTDVLQRYLQQ 
LGRGCHRYSELYGRTDPILDDVGEAFQMGVSIiHELE 
DYIHNIEPVTFPHQI PSFPVSKNNVLQFPQPGSKDAE 
ERKEYIPDYLPPIVSSQEEEBEEQVPTDGGTSAEAMQ 
VPLEEDDELEBEE I INDENFLGKRPLDSPEAEELPAM 
KRPRIiLS TKGDTLDVVIiliEARE PLS S INTQKI P PMLS 
PVHVQDSTDLAPPSPEPPMLAPVAKSQMPTAKPIiETK 
SFTPKTKTKTSS PGQKTKS PKTAQS PAMVGSPIRS PK 
TVSKEKKSPGRSKSPKSPKSPKVTTHIPQTPVRPETP 
NRTPS ATLS EKI SKETIQVKQIQTPPDAGKLNSENQP 
KKAWADKTI EAS I DAVIARACAEREPDPFEFS SGSE 
SEGDI FTS PKRI SGPECTTPKASTSANS FTKSGSTPL 
PLSGGTSSSDNSWTMDASIDEVVRKAKLGTPSNMPPN 
FPYISSPSVSPPTPEPLHKN^EKITajPSSVEVKKKL 
KKELKTKMKKKEKQRDREREKDKNKDKSKEKDKVKEK 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 

auU I co III UK 

of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










EKDKETGRETKYPWKEFLKEEEADPYKFKIKEFEDVD 

PKVKLKDGLVRKEKEKHKDKKKDREK^ 

KVKDKGREDKMKAPAPPLVLPPKEIiALPLFSPATASR 

VPAMLPSLLPVLPEKLFEEKEKPKEKEKKKDKKEKKK 

KKEKEKEKKEKBREKEKREREKREKEKEKHKHEKIKV 

EPVALAPSPVIPRLTLRVGAGPDKIRRRRAGAH 


2002 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFIiPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLEPLLQGNITSCFCMTEPDVASSDAT 
NIECSIQRDEDSYV1NGKKWWSSGAGNPKCKIAIVLG 
RTQNTSLSR*LNNSD*ETCVGMSQSSSYIiGNLLKIHC 
LDSQIIM*DMRVNVIYLYFTSIF*QVFLENIIGSIAE 
HqgIiWNFOY*KVLTaNYQSCIjD* IIRQIFSDLCNEVIR 
CLDQRQ*S*NV*LYI*VPSYHC*AVRSFNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHSSHSSHHCLHDYMKTSK 
RQLGFCLLSVLFFFLANFF * YNFS FD* \HKQHSMILV 
PMNTPGVKI IRPLSVFGYTDNFHGGHFEIHFNQVRVP 
ATNLILGEGRGFEISQGRLGPGRIHHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK 
IRLLTIJCAAHSMOTLGSAGAIOCEIAMIKVAAPRAVSK 
IVDWAIQVCGGAGVSQDYPIiANMYAITRVLRLADGPD 
EVHLSAIATMEIiRDQAKRLTAKI 


2003 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSIiALPLIjLSWVAGGF 
GNAASARHHGLI^ARQPGVCHYGTKIACCTGWRRNS 
KGVCEATCBPGCKFGECVGPNKCRCFPGYTGKTCSQD 
VNECGMKPRPCQHRCVNTHGSYKCFCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 
GRIXZiDIDECASGKVICPYNRRCVNTFGSYYCKCHIG 
FELQYISGRYDCIDINECTMDSHTCSHHANCFNTQGS 
FKCKCKQGYKGNGLRCS AI PENSVKEVLRAPGTI KDR 
IKKLIiAHKNSMKKKAKIKNVTPEPTRTPTPKVNLQPF 
NYEEIVSRGGNSHGG\ KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGIiIL\VQRKA 
LTSKLEHKADLNI SVDCSFNHG\ICDW\KQDR\EDDF 
DW\NPADR\DNAI\GFY\MAVPGLWQGHK\KDIGRLK 
IiLPDLQPQSNFCLLFDYRIAGDKVGKLRVFVKNSNN 
ALAWEKTTSEDEKWRTGKIQLYQGTDATKSIIFEAER 
GKGKTGEIAVDGVLLVSGIiCPDSLIiSVDD 


2004 


A 


2 


469 


KGTKNGQFOTPWDVAVNSEGKILVSDTRNHRIQLFGP 
DGVFLNKYGFEGALWKHFDSPRGVAFNHEGHLVVTDF 
NNHRLLVIHPDCQSARFIiGSEGTGNGQFLRPQGVAVD 
QEGRI I VADSRNHRVQMFESNGS FLCKFGAQGSGFGQ 
MDRPSGIA 


2005 


A 


4135 


639 


QCGPEAASAGSCSAETPSPPPRAPGRGPIMFSRKKRE 
LMKTPS I SKKNRAGS PS PQPSGELPRKDGADAVF PGP 
SLEPPAGSSGVKATGTLKRPTSLSRHASAAGFPLSGA 
ASWTLGRSHRSPLTAASPGELPTEGAGPDWEDISHL 
LADVARFAEGLE KLKECVLHDDLLE ARRPRAHE CLGE 
ALRVMHQI I SKYPLLNTVETLTAAGTLI AKVKAFHYE 
SNNDLEKQEFEKALETIAVAFSSTVSEFLMGEVDSST 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion^ ossible nucleotide 
insertion) 










LLAVPPGDSSQSMESLYGPGSEGTPPSLEDCDAGCIiP 
AEEVDVLLQRCEGGVDAAIiYAKNMAKyMKDLISYLE 
KRTTLEMEPAKGLQKIAHNCRQSVMQEPHMPLLSIYS 
IiAIjEQDLEFGHSMVQAVGTLQTQTFMQPLTIjRRIiEHE 

krrke i keawhraqrklqkae snlrkakqgyvqrced 
hdkarflvakaeeeqagsapgagstatktldkrrrle 
eeaknkaeeamatyrtcvadaktqkqeledtkvtalr 
qiqevirqsdqti ksati s yyqmmhmqtaplpvhfqm 

LCES S KLYD PGQQ YASHVRQLQRDQB PDVHYDFEPHV 

sanawspvmrarkssfnvsdvarpeaagsppeeggct 
egtpakdhragrghqvhkswpls i sdsdsgldpgpga 
gdfkkfertsssgtmssteelvdpdggagasafeqad 
lngmtpelpvavpsgpprheglskaarthrlr\klrt 
pakcreqjsyvyfqgaeceecclachkkcletlaiqc 
ghkki^rlqlfgqdfshaarsapdgvpfivkkcvce 
ierralrtkgiyrwgvktrveklcqafengkelvel 
sqas phd i snvlklylrqlpe pli s frli yhel vglak 
dslkaeaeakaasrgrqixsseseavavalagriirell 

RDLPPKNRASIiQYIiliRHLRRIVEVEQDNKMTPGNLGI 
VFGPTIiLRPRPTEATVSLSSLVDYPHQARVIETLIVH 
YGLVFEEEPEETPGGQDES SNQRAEVWQVPYLEAGE 
AWYPLQEAAADGCRE SRVVSNDbDbUiihfiiiAi>li XjJjo o 
SEASALGHLSFIiEQQQSEASLEVASGSHSGSEEQLEA 
TAREDGDGDEDGPAQQLSGFNTNQSNNVLQAPLPPMR 
LRGGRMTLGSCRERQPEFV 


2006 


A 


3 


62 8 


SVGAJjDTFI AAV Y KJHA V 1 JjFfJKAHi l f v ijiusci^vjjjjjjraw 
KNIDVLEKAVKLAAKQGAHI I VTPEDGI YGWI FTRES 
IYPYIiEDIPDPGVlWIPCRDPWRNH*NIVSIiRKajLN 
\RFC^PVQQRLSCLAKDNSIYVVANIGDKKPCNASD 
SQCPPIX5RYQYNTDVVFDSQGKIjIiARYHKYNLFAPEI 
QFDFPKDSELVTFDTPFGKIGIIT 


2007 


A 


1375 


1453 


RTFTS * CSVSCGRGVQQRHVGCQIGTHKI ARETECNP 
YTRPESERDCQGPRCPLYTWRAEEWQEVSRATKGYLP 
GISRWPLJjSSHLFPIKPEKSPSTVTMIiALSQICVHCQ 
TRAFAPTRVGELLVFKQFL 


2008 


A 


2679 


1435 


LLSTYIK^INLFPETKATIQGVIiRAGSQIiRNADVELQ 
QRAVEYLTLSSVASTDVI1ATVLEEMPPFPERESSII1A 
KT fKR KKGPGAGSAIiDUoKKU.r o oJN U J~M LrtjWJS trx ro x v 

STPSPSADLLGIiRAAPPPAAPPASAGAGNLLVDVFDG 
PAAQPSLGPTPEEAFLSPGPEDIGPPIPEADELLNKF 
VCKNNGVIaFENQLI^IGVXSEFRQNIiGRMYLFYGNKT 
SVQFQNFS PTVWPGDLQTQLAVQTKRVAAQVDGGAQ 
VQQVIjNIECLRDFLTPPLLSVRFRYGGAPQALTLKLP 
VTINKFFQPTEMAAQDFFQRWKQLSLPQQEAQKIFKA 
miPMDAEVTKAKlJ^FGSALIiDNVDPNPENFVGAGI I 
QTKALQVGCLLRLEPNAQAQMYRLTLRTSKEPVSRHL 
CELIiAQQF 


2009 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGOT 

YRVAGTAVS I S CNVTGYEG PAQQNFEWFL YRPEAPDT 

ALGIVSTKDTQFSYAVFKSRWAGEVQVQRLQGDAW 



WO 2004/080148 



PCT/US2003/030720 



605 
TABLE 7 



SEQ 
D> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










LKIARIiQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTSPPRMTVHEGQELALG 
CLARTSTQKHTHLAVSFGRSVPEAPVGRSTLQEVVGI 
RSDLAVEAGAPYAERLAAGBLRLGKEGTDRYRMVVGG 

AyAVjlJALi J. X xlL- J. AAA n X \JLHrUUiJ WrtVf X**dJ\xs*n. v urui » 

DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 

PAGRHAAYSVGWEMAPAGAPGPGRLVAQIiDTEGVGSL 

GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 

AKAYVRGSGTRLREAASARSRPLPVHVREEGVVLEAV 

AWLAGGTVYRGETASLLCNI SVRGGPPGLRIxAASWWV 

ERPEDGELS SVPAQLVGGVGQDGVAELGVR PGGGPVS 

VELVGPRSHRLRLHSIiGPEDEGVYHCAPSAWVQHADY 

SWYQAGSAJISGPVTVYPYMHALDTLFVPLL 

VTGATVLGTITCCFMKRLRKR* 


2010 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCW 

YRVAGTAVS I S CNVTGYEGP AQQNFEWFLYRPEAPDT 

ALGIVSTKDTQPSYAVPKSRWAGEVQVQRIiQGDAW 

LKIARLQAQDAGIYECHTPSTiyrRYIiGSYSGKVELRV 

LPDVLQVSAAPPGPRGRQAPTSPPRMTVHEGQELALG 

CLARTSTQKHTHLAVSFGRSVPEAPVGRSTLQEVVGI 

RSDLAVEAGAPYAERIiAAGELRIjGKEGTDRYRMVVGG 

DVQTLS SQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWIiAGGTVYRGETASLIiCNI SVRGGP PGLRLAAS WWV 
ERPEDGEIiSSVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRIiRLHSLGPKDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPIiliVGTGVAL 
VTGATVLGTITCCFMKRLRKR* 


2011 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLML^ 

YRVAGTAVS I SCNVTGYEGPAQQNFBWFLYRPEAPDT 

ALGIVSTKDTQFSYAVFKSRWAGEVQVQRLQGDAW 

LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 

LPDVLQVSAAPPGPRGRQAPTSPPRMTVHEGQELALG 

CLARTSTQKHTHLAVSFGRSV PEAPVGRSTLQEWGI 

RSDLAVEAGAPYAERLAAGELRLGKBGTDRYRMVVGG 

7i ruvr^na r^rvwrr a ATTWTn'nP'nfi <TWAOT AEKRAVLAHV 

DVQTLSSQLAVTVGPGERRIGPGEPLELIOWSGALP 

PAGRHAAYS VGWEMAPAGAPG PGRLVAQLDTE G VGS L 

GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 

AJCAYTOGSGTPJjREAASARSRPLPVHVREEGVVIiEAV 

AWLAGGTVYRGETASLLCNI SVRGGPPGLRIiAAS WWV 

ERPEDGELS SVPAQLVGGVGQDGVAELGVRPGGGPVS 

VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 

SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 

VTGATVLGTITCCFMKRLRKR* 


2012 


A 


153 


1994 


MGALRPTLLPPSLPLLLLimGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/-possible nucleotide deletion,=possible nucleotide 
insertion) 










AL6IVSTKDTQFSYAVFKSRWA6EVQVQRLQGDAW 
IiKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVEIjRV 
LPDVLQVSAAPPGPRGRQAPTSPPRMTVHEGQEIiALG 
CIARTSTQKHTHLAVSFGRSVPEAPVGRSTIiQEVVGI 
RSDLAVEAGMYAERIiAAGEIiRLGKEGTDRYRMVVGG 
anar:narrrYH(^AAKWIODPDGSWAOIAEI<RAVLAHV 
DVQTLSSQLAVTVGPGBRRIGPGEPIjEIiLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQIiDTEGVGSIj 
GPGYEGRHIAMEKVASRTYRLRliEAMPGDAGTYRCL 
AKAYVRGSGTRLRKAASARSRPLPVHVRBEGWIjEAV 
AWIiAGGTVYRGETASLLCNI s vrggppglrlaas wwv 
erpedgelssvpaqlvggvgqdgvaelgvrpgggpvs 
velvgprshrlrlhslgpedegvyhcapsawvqhady 

cwvn arcap qnp VTVYP YMHAIaDTLFVPLLVGTGVAL 
VTGATVLGTITCCFMKRIxRKR* 


2013 


A 


1273 


480 


YliRLWIxRHFDPRHPHGVPLPTEPSTPKSPSAGPSPHL 
LHPGTPGHPSASPPSRPPSSSTPKRPRTAGRNPKRRQ 
SSPGRPT/NPGLRKKMGPPSEG\SGGGNTPQGPASGP 
ASIjLPNPC * LCRGKPLGVLRGGGRRGASVPESWPHI P 
APNAG* GHAQRDPGGAGQPKD * GGRGAPGQQATKADS 
GPAA\GMRGPHI IQLDTPLSASRGMRNARGTFGM/ PS 
LPRGDLSPSSAGHPPASVTLPQGPHFPKGTIiAPGTLP 
PALFGDQEL 


2014 


A 


853 


1553 


KKKETVSVSSRETOETSKALERPKLQE*PRGPALQSR 
ATS PRNTYQRPAGWPQAEPPQ * GNRLFPAGVRGRAPG 
PHPRA*WSQPPAEDPTGRAETQLCPPAALARAQPRRQ 
LCGPALPGPRRP/PTRTPT* SGRGFSKWLAPEITQGP 
APN\PFGFSDVLFCVFFKPFSLFR* *KNL*KTKLTNQ 
PT2PnRPKfirfiG\TORPHWSGIiLPTIdCPCSL 
ALPPS/SPSPPPIXTPSLRSPPASL/PPVIIiAFRVPWR 
FP*PPVKIQRLSPFFFNFDN* /PSVSFSKFYFSNHPG 
QPPALI PSRPGLSGPPFHTLRFETAVFPTFAAGMAVS 
rPPTiPIWPI POPWGPGSLPQPPPLLMP* KLGPRPCWP 
EPQMPSSGSLT/SGPNSSGLGIGPPYPGSPPWGQ*KG 
KAFILAl^PHHPLIiPGPPCRIX5LSLP/RPLLSVCGSR 
TLCPSPGASAVTRIiLKMNS* ILPAHPRPDPWSWPPSS 
PVPETSTP*R*TIiGPPTSRTCRPBV\PVaALPPANWAT 
SFPPLTLG/VPHPLQGDYSPDPTPVSPHGPIaLN 


2015 


A 


527 


871 


VWSPDRPS S SDPRGQRRRPTGRVAADPGAAPPAAAAA 
PPPSSA*TAPGSCRRWRTSSRRPTPGSNPRPTPPRPR 
SRATSP/TPDSAQRIiPPPPPPAGPG\PPGPEAPPVSL 
GQPFCR 


2016 


A 


17 


941 


PLDRAVEFAVGSGRPRRI SCLSCPGGGGAASGLQRAA 
GGTGLSWVPAGLRVCCSQRSERPEKEEQPVQNPRRKG 
KGGEISTWKNSS^OMKECLRIKER*TMKNSHRTRESQ 
K*LVFWKTRS * KTRETQKTRARELRNR*RIKKSQRVR 
ERQKEKBSQRGRESQRCREDQRQRESQREGEGQRVKE 
SQTWVREPESEGEPESETRAAGKRPAEDDI PRKAKRK 
TNKGLAQYLKQYKEAIHDMNFS1STEDMI RE FDNMARVE 
D1<RRKSKQKLGAFLWMQRMIjQDPFYPRGPREFRGGCR 



WO 2004/080148 



PCT/US2003/030720 



607 
TABLE 7 



ID 


JYieiDUU 


P roH if* tori 

beginning 
iiucieouae 
location of 
first amino 
acid residue 
of peptide 
sequence 


T>vorl!rfpr1 
Jr reuicuxi 

ending 

UlIUcUUUc 

location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 

ineprrinnt 










APRRDTBDIPYV 


2017 


A 


335 




MT7T T T PPTJVri?nT^KVVPTTiTiTj'HTFP!LSTC!IiPlj(3LHIC 
ASFHARAIiLETALILIiRMKIAGFQyiLFPQDFVL* 


2018 


A 


3 


800 


FVLDPYSGVIKSNVSFDREQQSSYTFDVKATDGGQPP 
RS STAKVTINVMDVNDNS PWI S PPSNTSFKLVPLSA 
IPGSWAEVFAVDVDTCa^NAELKYTIVSGNNKGLFRI 
DPVTGNITLEEKPAPTDVGLHRLVVNISDLGYPKSLH 
TLVLVFLYVNDTAGNAS Y I YDLI RRTMETPLDRNI GD 
SSQPYQNEDYLTIMI AI IAGAMWI WI FVTVLVRCR 
HASRFKAAQRS KQGAEWMS PNQENKQNKKKKRKKRKS 
PKSSLLN 


2019 


A 


1 


1331 


GWNGSWNDNLVDTSPLKRDPLQDI CRRYMEDLKKICF 
YRELNSKTTLKFVHTSFHGVGHDYVQIiAFKVFGFKPP 
I P VPEQKDPD PDFSTVKC PN PKEfcris Jb V Xirfi lib JjKJjiusJv 
ENARVVLATDPDADRIiAAAELQENGCWKVFTGNBIiAA 
LFGWWMFDOTKKNKSRNADVKNVYMLATTVSSKILKA 
IALKEGFHFEETLPGFKWIGSRI IDKLENGKEVIiFAF 
EES IGFLCGTSVLDKDGVSAAVWAEMAS YLETMNIT 
LKQQLVKVYEKYGYHI SKTSYFLCYEPPTIKSIFERL 
RNFDSPKEYPKPCGTFAILHVRDVTTGYDSSQPNKKS 
VLPVSKNSQMITFTFQNGCVATIiRTSGTEPKIKYYAE 
MCASPDQSDTALIiEEELKKLIDALIENFLQPSKNGTG 
SGRSCLGVPPNTVMTLCGAYGNRATRRNCHTLEPCG 


2020 


A 


1 


2337 


TRFRGLRPAVAPWTALLALGLPGWVIiAVSATAAAVVP 
EQHASVAGQHPLDWLLTDRGPFHRAQEYADFMERYRQ 
GFTTRYRIYREFARWKVNNI1AI1ERKDFFSLPLPLAPE 
FIRNIRLIiGRRPNLQQVTENLI KKYGTHFLLSATLGG 
EESLTI FVDKQKLGRKTETTGGAS I IGGSGNSTAVSL 
ETIiHQLAASYFIDRESTLRRIiHHIQIATGAIKVTBTR 
TGPLGCSNYDNLDSVSSVLVQSPENKVQLI^LQVLLP 
EYLRBRFVAAALSYITCS SEGFJLVCKENDCWCKCSPT 
FPBCNCPDADIQAMEDSLLQIQDSWATHNRQFEESEE 
FQALLKRLPDDRFLNSTAISQFWAMDTSLQHRYQQLG 
AGIiKVLFKKTHRI LRRLFNLCKRCHRQPRFRLPKERS 
LSYWWNRIQSIjLYCGESTFPGTFLEQSHSCTCPYDQS 

QGLCRPEVAESLENFLGLETDLQDLELKYLLQKQDSR 
I F^/HSI FI SNDMRIK3SWFDPS WRKRMLLTLKSNKYKP 
GLVHVMLALSLQICLTKNSTLE PVMAI YVNPFGGSHS 

JioWJ*iyilrVJNil»Vjor rl/nfiAin v J-/.firirt^*-.^i.>i iiij. j.jjui.mn 

KTFFETVHVYIjRSRIKSLDDSSNETIYYEPLEMTDPS 
KNLGYMKINTL\QVFGYSLPFDPD\AIRDLILQLDYP 
YTQGSQDSALLQLIEIiPJDRWQIiSPPGKVRLDLFSCIi 
LPJIRLKLANNEVGRIQSSLRAFNSKIiPNPVEYETGKL 
CS 


2021 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENLKSGVYPLKEASGCP 
GADRNLLVYSFYEKGPLTFRDVAIEFSXiEEWQCLDTA 
QQDLYRKVMLENYRNIjVFIiAGIAVSKPDLITCLEQGK 
EPWNMKRHAMVDQPPGR 


2022 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENIiKSGVYPLKEASGCP 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 
peptide ' 
sequence 


Amino acid sequence (X=Unknown, *=^Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GADI^LLVYSFYEKGPLTFRDVAIEFSLEEWQCLDTA 
QQDLYRKVMLENYRNLVFLAGIAVSKPDLITCLEQGK 
EPWNMKRHAMVDQPPGR 


2023 


A 


3 


452 


AVPGPGFGLSPT>m , LAELLVIJaAAIiIiATVSGY\FVS 
IDAHABECFFERVTSGTKMGLI FEAEDGGFLDIDWI 
TLPDR/RKIKI>RLLKKKGQ*TYRSFMDVTFKLCYNIiR 
MSWMNPNIRNHNHWLLLTSIKFLITQFRSSLSYLSSC 

IQSE 


2024 


A 


31 


1312 


ITTVMAGK^SGWSRAALIiQLLLGVNIiGVMPPTRARSIi 
RFVTLLYRHGDRSPVKTYPKDPYQEEEWPQGFGQIiTK 
E(34LQHWELGQALRQRYHGFLNTSYHRQEVYVRSTDF 
DRTLMSAEANLAGLFPPNGMQRFNPNISWQPIPVHTV 
PITEDRIiliKFPLGPCPRYEQLQNETRQTPEyQNESSR 
NAQFLDMVANETGLTDLTLETVWNVYDTLFCEQTHGL 
RLPPWASPQTMQRLSRIiKDFSFRFLFGIYQQAEKARL 
QGGVLIiAQIRK^TI^TTSQLPKLIiVYSAHDTTLVA 
LQMALDVYNGEQAPYASCHI FELYQEDSOJFSVEMYF 
RNESDKAPWPLSLPGCPHRCPLQDFLRLTEPWPKDW 
QQECQIiASGPADTEVIVAIAVCGSILFLLIVIiLLTVL 
FRMQAQPPGYRHVADGEDHA 


2025 


A 


2 


317 


FVDSPRFRATIDEVETDVVEIEAKLDKLVKLCSGMVE 
AGKAYVSTSRLFVSGVRDLSQQCQGDTVT SECLQRFA 
DSLQEWNYHMI LFDQAQRS VRQQLQSFVKE 


2026 


A 


1788 


3 


RTRGRFPKRTP / LFQI SSAVQKEQPLPTAEITRLAVW 
AAVQAVERKLEAQAMRLLTIiEGRTGTNEKKIADCEKT 
AVEFANHLE S KWVVLGTIiLQE YGLLQRRIiENMKNLLK 
NRNFWILRLPPGSNGEVPKVPVTFDDVAVHFSEQEWG 
NliSEWQKELYKNVMRGNYESLVSMDYAI SKPDLMSQM 
ERGERPTMQEQEDSEEGETPTDPSAAHDGIVIKIEVQ 
TNDEGSESLETPEPLMGQVEEHGFQDSELGDPCGEQP 
DLDMQEPB1JTLEEST/DRLQRVQRTEADAGAAEELHG 
/VGS /WIKTEEQDEEEEEEEEDELPQHIiQSLGQLSGR 
YEASMYQTPLPGEMS PEGEES PPPLQIiGNPAVKRLAP 
SVHGER/ PPEREPRGLEPAAAEPARRAALHMHGVRQE 
LPP / GRSTS SSTSATTSRRGPTSAPNARSASGTSNSS 
RCTSASTACAEAASHPN/ CGPTFNPKHALKPRPKSPS 
SGSGGGGPKPYKCPECDSSFSHKSSLTKHQITHTGER 
PYTCPECKKSFRLHISLVIHQRVHAGKHEVSFICSLC 
GKSFSRPSHLLRHQRTHTGERPFKCPECEKSFSEKSK 
LTNHCRVHSRERP 


2027 


A 


2193 


442 


ELNCNI RAPPKQMFWCFRPRS KERAVWAWERRLMW 
GDAPESIQFVLDEDSYLVPELLX3VRIFSRSTHEFLHE 
VPAASEEIFKIASMAPGALLLEAQKEYEKESQKADEY 
LREI QEIiGQLTQAVQQC IEAAGHEHQPDMQKSLLRAA 
SFGKCFIiDRF PPDSFVHMCQDIjRVIjNAVRDYHIGI PL 
T YSQYKQLT IQVIJjDRL VIiRRIjY PLAI QI CE YLRLPE 

vqgvsrilahwacykvqqkdvsdedvarainqklgdt 
pgvsysdiaaraygcgrtelaiklleyeprsgeqvpl 
llkmkrs klals kai e sgdtdlwtvllhlknelnrg 
dffmtlrnqpmaiislyrqfckhqeiietlkdlynqddn 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

pepuoe 

sequence 


Amino acid sequence (X=Unknovra, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HQELGS FHIRASYAAEERIEGRVAALQTAADAFYKAK 
NEFAAKATEDQMRLLRIjQRRIjEDEIjGGQFIiDLSLHD^ 
VTTLILGGHNKRAEQIiARDFRI PDKRLWWLKLTALAD 
LEDWEELEKFSKSKKSPIGYLPFVEICMKQHNKYEAK 
KYASRVG PEQKVKALIJjVGD VAQAADVAI EHRNEAEL 
SLVLSHCTGATDGATADKI QRARAQAQKK 


2028 


A 


110 


277 


MLLALPLAAPSCPMLCTCYSSPPTVSCQANNFSSVPL 
SLPPSTQRLFLQNNLIRTL 


2029 


A 


1 


359 


ISGBSIYWSQKPTPSSNASPWSEPAAVDVELTAYALIi 
AQLTKPSLTQKEI AKATS I VAWLAKQRNAYGGFS STQ 
DTWALQAIiAKYATTAYVPSEEINLVVKSTENFQRTF 

NIQAVNRM 


2030 


A 


16 


255 


ARPSCPCSWSFSCCGVSPGA/LVTEAAIFYETQPSLW 
aTJQRQT.T .VPTiAKT J4TYFKNSTYLIRLFMI YRCKPVKS 
KKKKRN 


2031 


A 


2 


414 


GKTHTATVVELNPWVEYEFRVYASNKIGGGEPSLPSE 
KVRTEEAVPEVPPSEVNGGGGSRSELVITWDPVPEEL 
nwpRm?nYWAI7R PT.GVTTWIOTVVTS PDTPRYVFRN 
ES IVPYS PYEVKVGVYNNKGEGPFS P 


2032 


A 


3 


438 


SNLHHLILNNNQLTLI SSTAFDDVFALEELDLS YNNL 
ETI PWDAVEKMVSIiHTLSLDHNMIDNI PKGTFSHLHK 
MTRI1DVTSNKLQKLPPDPI1FQRAQVI1ATSGI I S PSTF 
ALSFGGNPLHCNCELLWIjRRLSREDDLETCASPP 


2033 


A 


3 


438 


SNLHHLILNNNQLTLISSTAFDDWALEELDLSYNNIi 
ETIPTOAVEKMVSLHTIiSLDHNMIDNIPKGTFSHLHK 
MTRLDVTSNKLQKLPPDPLFQRAQVLATSGIISPSTF 
ALS FGGNPLHCN CEIxLWIiRRLSREDDLETCAS P P 


2034 


A 


166 


4280 


ASIXJSGSQPGDHSAGQANQLKLEDMKSPRRriijCLMF 
IVIYSSKAAliNWNYESTIHPLSLHEHEPAGEEAIiRQK 
RAVATKSPTAEEYTVNIE I SFENASFLDPI KAYIjNSL 
SFPIHGKttmDQITDILSINVTTVCRPAGNBIWCSCBT 
GYGWPRERCLHNLICQERDVFLPGHHCSCIjKELPPNG 
PFCIJLQEDVTLN^IRVRI^GFQEDIiMNT^ SALYRSYK 
TDLETAFRKGYGI LPGFKGVTVTGFKSGS VVVTYEVK 
TTPPSLELIHKANEQWQSLNQTYKMDYNSFQAVTIN 
ESNFFVTPEI IFEGDTVSLVCEKEVLSSNVSWRYEEQ 
QIiEIQNSSRFSIYTALFNNMTSVSKLTIHNITPGDAG 
EYVCKLILDIFEYECKKKIDVMPIQIIANEEMKVMCD 
NNPVSLNCCSQGNVNWSKVEWKQEGKINI PGTPETDI 
DSSCSRYTLKADGTQCPSGSSGTTVI YTCEFI SAYGA 
RGSANI KVTFI SVANLTITPDPI SVSEGQNFS I KCI S 
DVSNYDEVYWNTSAGIKIYQRFYTTRRYLDGAESVLT 
VKTSTREWNGTYHCI FRYKNS YSIATKDVIVHPIiPLK 
LNIMVDPLEATVSCSGSHHIKCCIEEDGDYKVTFHMG 
S SSLPAAKEVNKKQVCYKHNFNASSVS WCSKTVDVCC 
HFTNAANNSVWSPSMKLNIiVPGENITCQDPVIGVGEP 
GKVIQKLCRFSNVPSSPEE/SPLGGTITYKCVGSQWG 
\EKRNDCISAPINSLLQMAKALIKSPSQDEMLPTYLK 
DLSISIDKAEHEISSSPGSLGAIINIIiDLLSTVPTQV 
NS EMMTHVLSTVNVILGKPVLNTVWCVLQQQWTM 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletion,=possible nucleotide 
insertion) 










IJjHSVERFSQALQSGDSPPLSFSQTNVQMSSTVIKSS 

HPETYQQRFVFPYFDLWGNWTDKSYLENLQSDSSIV 

TMAFPTLQAIIjAQDIQENNPAESLVMTTTVSHNTTMP 

PRISMTFKNNSPSGGETKCVFWNFRIiANNTGGWDSSG 

CT\^BGDGDim , CICDHLTSPSIIWSPDSPDPSSLLG 

tt t nTTQVvr*\7PWQTT»QT»a&PTi\A7RAVVWK^VTKNRT 
l lil il.ll t r VVjVLjJ: O J. UOilnnvll V v&riv v niu? v j. tviixv-i. 

SYMRHTCIVNIAASLL\VANTWFIGVAAIQDNRYILC 
KTACTAATFFIHFFYLSWFWMLTLGLMLFYRIiVFIIj 
HETSRSTQKAI AFCLGYGCPLAI SVITLGATQPRBVY 

ITKILRPSIGDKPCKQEKSSLFQISKSIGVLTPLLGL 
TWGFGLTTVFPGTNLVFHI I FAI LNVFQGLFILLFGC 
T.wnT.KVO'R AT.T .TJTCP i^RWSSOHSKSTSLGSSTPVFS 
MSSPISRRFNNLFGKTGTYNVSTPEATSSSLENSSSA 
SSLLN 


2035 


A 


1 


366 


CHQKLHTGEKLYECEECDKVYIRKSHLERHRRIHTGE 
KPHKCGDCGKAFNS PSHLIRHQRIHTGQKS YKCHQCG 
KVFSIiRSLLAE 


2036 


A 


2 


236 


ISGQEGLQAVIiASDYSFAQFRYIX3RIiLIiVHGRWSYFR 
MCKFLCYFFYKNFAFTLVHFWFGFFCGFSAQTVYDQW 
FITL 


2037 


A 


706 


951 


MRCGWGPLGCIjGTGAPAGWMVLGS prsqlqrarwsra 
ot „q apyiktr T P T .P PRfJPK APPOi^LLVALE SETLGVHGG 
ATPLHCL* 


2038 


A 


1242 


433 


PGSPDVNRAVVRPPPPPPPPPPAPQPTMSRRKQGKPQ 
HLSKREFSPEPIiEAILTDDEPDHGPLGAPEGDHDLLT 
CGQCQMNFPLGDILIFIEHKRKQCNGSLCLEKAVDKP 
PSPSPIEMKKASNPVEVGIQVTPEDDDCLSTSSRGIC 
PKQEHI ADKIxLHWRGLS S PRS AHGALI PTPGMS AEYA 
PQGI CKDEPSSYTCTTCKQPFTSAWFIjIiQHAQNTHGIi 
RIYIiESEHGSPLTPRVIiHTPPFGWPRELKMCGSFRM 
EAREPLSSEKI 


2039 


A 


2009 


1889 


MHSAMIjGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
p t .PttT .1? A WT HRCiPRTKT TDKKCSROOVOLKAECNKG 
YVKVKQVGVNPTS IDS WIGKlX^EVKI^l^VLHMVN 
ELYPYI VE FEEEAKNPGLETHRKRKRSGNSDS I ERDA 
AQEAEAGTGIiEPGSNSGQCSVPLKKGKDAPI KKESLG 
HWSQGLKI SMQDPKMQVYKDEQVWIKDKYPKARYHW 
LVLPWTS I SSLKAVARGTP* TP * AYAHCGGKGDCRFC 
W\SSKLRFRLGYHAIPSMSIoVHLHVISQDFDSPCI^ 
KKHWNSFNTEYFLESQAVI EMVQEAGRVTVRDGMPEIj 
LKLPLRCHECQQLLPS I PQLKEHLRKHWTQ* FFFFTV 
LSKFIIxREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2040 


A 


2009 


1889 


MHSAMLGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWI GRGPETKI TDKKCSRQQVQLKAE CNKG 
YVKVKQVGWPTSIDSWIGKDQEVKLQPGQVLHMVN 
ELYPYIVEFEEEAKNPGLETHRKRKRSGNSDSIERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAP I KKESLG 
HWSQGLKI SMQDPKMQVYKDEQVWIKDKYPKARYHW 
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611 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 

firci amino 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop cod on, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










LVLPWTS I S SLKAVARGTP * TP* AYAHCGGKGDCRFC 
W\SSKLRFRLGYHAIPSMSHVHLHVISQDFDSPCLKN 
KKHWNS FNTEYFLE SQAVI EMVQEAGRVTVRDGMPEL 
LKLPLRCHKCQQLLPSIPQLKEHLRKHWTQ*FFPPTV 
LSKFILREKESSGSTQLFHSPTTFPCIRTYAVTVS 


2041 


A 


2009 


1889 


MHSAMLGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWIGRGPETKITDKKCSRQQVQIiKAKCNKG 
YVKVKQVGVNPTSIDSVVIGKDQEVKIjQPGQVLHMVN 
ELYPYIVEFEBEAKNPGLETHRKRKRSGNSDSIERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAPIKKESIX3 
HWSQGLKI SMQDPKMQVYKDEQ VWI KDKYPKARYHW 
LVLPWTSIS SLKAVARGTP*TP* AYAHCGGKGDCRFC 
W\SSKLRFRLGYHAIPSMSHVHLHVTSQDFDSPCLKN 
KKHWNS FNTEYFLE SQAVT EMVQ EAGRVTVRDGM PE L 
LKLPIiRCHECQQLLPS I PQLKEHLRKHWTQ* FFFFTV 
IiSKFIIiREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2042 


A 


1464 


775 


KMTTAARPTFEPARGGRGKGEGDLSQLSKQYSSRDLP 

SHTKIKYRQTTQDAPEEVRNRDFRRELEERERAAARE 

KNRDRPTREHTTSSS VS KKPRLDQI PAANLDADDPLT 

DEEDEDFEEESDDDDTAALLAELEKIKKERAEEQARK 

EQEQKAEEERIRMENILSGNPLLNLTGPSQPQANFKV 

KRRWDDDVVFKNC^KGVDDQKKDKRFVNDTLRSEF 

KFMEKYIK 


2043 


A 


2 


860 


ATTRI RLSGGRSQHEGRVEVQ IGGPGPLRWGLI CGDD 
WGTLEAMVACRQLGLGYANHGLQETWYWDSGNI TEW 
MSGVRCTGTELSLDQCAHHGTHITCKRTGTRFTAGVI 
CSETASDLLLHS ALVQETAYI EDRPLHMLYCAAEENC 
LASSARSANWPYGHRRLLRFSSQIHNLGRADFRPKAG 
RHSWVWHECHGHYHSMDFFTHYDILTPNGTKVAEGHK 
ASFCliEDTECQEDVSKRYECANFGEQGITVGCWDLYR 
HDIDCQWIDITDVKPGNYILHGVINPT 


2044 


A 


973 


266 


ARGSLCAPASPLYPVNQIiRNVALAQALTPYVFLSDID 
FLPAYSLYD YLRAS I EQLGLG SRRKAAL WPAFETLR 
YRFSFPHSKVEIiLAIiLDAGTLYTFRYHEWPRGHAPTD 
YARWREAQAPYRVQWAANYEPYWVPRDCPRYDPRFV 
GFGWNKVAHIVELDAQEYELLVLPEAFTIHLPHAPSIi 
DISRFRSSPTYRDCIiQALKDEFHQDLSRHHGAAALKY 
LPALQQPQSPARG 


2045 


A 


1668 


218 


AWRAQGSRGFSGAGWRPRQAAAMNFSEVFKLSSLLC 
KFS PIXSKYLASCVQYRIjVVRDVNTIjQILQLYTCIiDQI 
QHIEWSADSLFILCAMYKRGLVQVWSLEQPEWHCKID 
BGSAGLVASCWSPIX^ILNTTEFHLRITVWSLCTKS 
VSYIKYPKACLQGITFTRDGRYMALABRRDCKDYVSI 
FVCSDWQLLRHFDTiyi^DLTGIEWAPNGCVIjAVWDTC 
LEYKILLYSLDGRIjIjSTYSAYEWSLGI ksvaws pssq 
FIAVGSYDGKVRILNHVTWKMITEFGHPAAINDPKIV 
VYKEAEKSPQLGLGCLSFPPPRAGAGPLPSSESKYEI 
ASVPVSLQTIiKPVTDRANPKIGIGMLAFSPDSYFLAT 
RNDNI PNAVWVWD I QKLRLF AVLEQLS PVRAFQWDPQ 
QPRLAICTGGSRLYIiWSPAGCMSVQVPGEGDFAVIiSL 
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612 
TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










CWHLSGDSMAIiLSKDHFCLCFLETEAVVGTACRQIiGG 
HT 




A 


231 


1289 


SPTVSFLFFNMETNPSVGTTSAJiSIIjIiARSSRERQIlS 
SEGRFSWRL*DASSGERS*RRSESSSWLSS*ERESSV 
SFKHPFKRLFK*SSVSLLSWSSIiSPFSSGAIHTSGSS 
MPKSDI *LFPQSTFSEPSESACACGDFPSLSVRSGCC 
SSFNSLFSSWSVGNASEASRSGKRSSFL*ACEYLPSE 
INAGGIRSQPGEINGSVFDIiLERNTLGSSAMPSILAT 
SWQASV*ASCKRLSSSQASSEESGPDGLPAVSEDWVW 
SANVASALQSSSSMWSFPAVTERLGESVC\SPSDDSR 
DCSPGAPLYVGFTjYLTLCRDKFYSLKMKKNKLLKIQN 
NTLYRKEKKGHMNMCNTAIF 


2047 


B 


26 


175 


NCGSGDILLKIVKVEHEEMPEAKNVIAVIiEEFMKEAL 
DQSF 


2048 


A 


1 


1386 


RDFVAAS SRRRRADFPRMTELRQRVAHEPVAPPEDKE 
SESEAKVDGETASDSESRAESAPIiPVSADDTPEVIiNR 
ALSNLS SRWKNWWVRGILTLAMI AFFFI 1 1 YLGPMVL 
MI I VMCVQI KCFHEI ITIGYNVYHSYDLPWFRTLSWY 
FliLSVNYFFYGETVTDYFFTLVQREEPLRILSKYHRL 
ISFTLYLIGFCMFVLSLVKKHYRLQFYMFGWTHVTLL 
IVVTQSHLVIHNLFEC^IWFIVPISCVICNDIMAYMF 
GFFFGRTPLI KLSPKKTWEGF IGGFFATWFGLLLS Y* 
VMSGYRCFVCPVEYNNDTNSFTVDCEPSDLFRIiQEYN 
IPGVIQSVIGWKTVRMYPFQIHSIALSTFASLIGPFG 
GFFASGFKRAFKI KDFANTI PGHGGIMDRFDCQ YLMA 
TFVNVYIASFIRGPNPSKLIQQFLTLRPDQQLHI FNT 
LRSHLIDKGMLTSTTEDE 


2049 


A 


2 


427 


HSWVSRSCAFEPAWEEGATSQTYATCGGEAVCVTDCQ 
TGIVIjHKYKAPGEEFFSVAWTALMVVTQAGHKKRWSV 
LAAAGLRGLVRIiIiHVRAGFCCGVT RAHKKAI ATLCFS 
PAHETHLFTAS YDKRI I LWDI GVPNQDYEFQ 


2050 


A 


1 


892 


RTRGRTRGRGTRGGGGGGGTGAGGRGEGSQVPGLSAA 
DQDR* GRGCCSPGGRDRAGGGGGIGQGGDAERRRGBQ 
GEGWGRTPGQKPGRGEAPLWKGRV*GPRWRGGPEAA 
GAAAAQRPPGPVPFPAGGAEPIiPALQPI PAAQDLRGA 
AQKEGPGGR * GG * PGRRGRGPRERASVPAPSGHAGGA 
EEAAGRRPAWPPGAGPVEAAVPGEAHQGGEGVATLP 
GTQEAGGDAGHGQLSDEGRAPGCSARGGADPGVGG* K 
GEGDERRAAGEHS AEAEPGAF *NQDEDPGGPDPGS AS 
Y 


2051 


A 


2 


1086 


FVLCAGACWPLRDRDT/SPPAHLCPEVTPWSLHVPIS 
LQCPPRLCSPPTHRIiTPPAGCQRPPPAGPLSVAPASL 
SPSAPALLEA/TSPPWTAGATWSPGRSPATQCWPPSW 
CQTPFPHPETGQLCLVRSLH* PHLS SLGQAGAAG* GG 
PLAPPFPPFLVPFP\P*QVQHPRSPA*GAGPEPAVNI 
PQPL/ PVPPWD* PLTSPPNSTGAPSWPRAGSVS PSP/ 
VLEPRPEQLSGRQGCSSVS SWGAPGGATDRQAAQGPG 
HPSPGRCCPRRTVLGNEPPAGFGLRSLWPRSPPHEVG 
ARLPNGAFGFSVRCLLCFPPWRAEPPHIRIGRATPPG 
PGP/VPSQPSPRGSMPVPRPGAARGQLDGHVQGSRL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion ^possible nucleotide 
insertion) 


2052 


A 


3 


1385 


KYESAQPGGTQPEPGIiGARMAIHKAIiVMCLGLPLFLF 
PGAWAQGHVPPGCSQGLNPLYYNIiCDRSGAWGIVLEA 
VAGAGI VTTFVLTI ILVASLPPVQDTKKRSLLGTQVF 

CFSCLAAHVFAIiNFIiARKNHGPRGWVI FTVALLLTLV 
EVT INTEWLI ITLVRGSGEGGPQGNSSAGWAVASPCA 
IANMDFVMALIYVMLIiLLGAFLGAWPALCGRYKRWRK 
HGVFVIjLTTATSVAI WVVWI VMYTYGNKQHNS PTWDD 

DMYPTRGVGYETILKEQKGQSMFVENKAFSMDEPVAA 
KRPVSPYSGYNGQLLTSWQPTEMALMHKVPSEGAYD 
1 1 LPRATANSQVMGSANSTLRAEDMYSAQSHQAATPP 
KDGKNSQVFRNPYVWD 


2053 


A 


2 

V 


555 


MASPAAofa VKPPKir aJNJqj^ X Jb V x 

LMKNPDKAVPI PEKMSEWAPRPPPBFVRDVMGSSAGA 
GSGEFHVYRHIiRRRBYQRQDYMDAMAEKQKIjDAEFQK 
RLEK^^AAEEQTAKRRKXRQKLKEKKLIlAKKMKLE^ 
KKQEGPGQPKEQGSSSSAEASGTEEEEEVPSFTMGR 


2054 


A 


1008 


534 


HEKMAAAWGS SLTAATQRAVT PWPRGRLLTASLGPQA 
RREASSSSPEAGEGQIRLTDSCVQRLLEITEGSEFLiR 
LQVEGGGCSGFQYKFSLDTVINPDDRVFEQGGARVW 
DSDSLAFVKGAQVDFSQEIilRSSFQVLNNPQAQQGCS 

C*C* O 017C TVT. 


2055 


A 


1492 


528 


THVVMTGMCYAPHQVLSYINGVTTSKPGVSLVYSMPS 
RlJLSLRIxEGLQEKDSGPYSCSVNVQDKQGKSRGHSIK 
TLELNVLVP PAPPS CRLQGVPHVGANVTLSCQS PRS K 
PAVQYQWDRQLPSFQTFFAPALDVIRGSLSLTNIiSSS 
ma rtnnrmr a TJiUT2vr^AnrTflVTTjruftTY3Pfi A AWAGAV 

MiibV x Vv^iS-ArlJNls VVjx/^v^" v -LJ_lEi v o xoxrvxri/i v vnvanv 

VGTLVGLGLIiAGLVLLYHRRGKAXiE 
PRTLPWPKSSDTISKNGxTiSSVTSARALRPPHGPPRP 
riAT.TPTPCJT.ftftOAl^PSPRLPTTDGAHPOPI SPI PGGV 
SSSGLSRMGAVPVMVPAQSQAGSLV 


2056 


A 


820 


319 


VVEFPVLTKAATSGILSAIiGNFxxAQMIEKKRKKENSR 
SxiDVGGPLRYAVYGFFFTGPLSHFFYFFMEHWI PPEV 
PLAGIiRRXiLLDRLWAPAFLMLF FL 
FAAKMRGGFWPAIxRMNWRVWTPLQF ININYVPLKFRV 
LFAN1AALFWYAYLASLGK 


2057 


A 


520 


330 


HGCVLSLLPKPQQGFREPVHLTSTC/ PNPTPPVPP* S 
DRYLSNPTQPVPP * SDRYLSNPTPPVSP* SDRYLSNP 
TPPVPP*SDRYLSNRTPPVSP* SDRYLSNPTPPVSP 


2058 




2 


479 


DTGQKGLPGPPGPPGYGSQGIKGEQGPQGFPGPKGTM 
GHGLPGQKGEHGERGDVGKKGDKGEIGEPGSPGKQGL 
QGPKGDLGLTKEE I IKLITEI CGCGPKCKET PLELVF 
VIDSSESVGPENFQI IKNFVKTMADRVALDLATARIG 
IINYSHKVEKV j 


2059 


A 


503 


1051 


VFLYPFLKWWRDP*RRELPTFHWFLxjEIjAI FTLIEEV 
I^YYSHRLLHHPTFYKKI HKKHHEWTAPI GVI S LYAH 
PIEHAVSNMLl^VGPLVMGSHIiSSITMWFSIiALIIT 
TISHCGYHLPFLPSPEFHDYHHLKFN(^GVIiGVIiDH 
IjHGTOTMFKQxTCAYERHVLxjLGFTPLSE pds pk 



WO 2004/080148 



PCT/US2003/030720 



614 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 


2060 


A 


1 


716 


ERVGNVCSLE I SNIQKGEGGEYMCHAVNI IGEAKS FA 
NVDIMPQ/RRKSGGTTTSR/ I FVDPNMDSREGEDKEL 
KIDLEVFEMPPRFIMPIC3DFKIPENSDAVFKCSVIGI 
PTPEVKWYKEYMCIEPDNIKYVISEEKGSHTLKIRNV 
CLSDSATYRCRAVNCVGEAI CRGFLTMGDSEIFAVTA 
KKSKVTLSSLMEELVLKSNYTDSFFEFQVGEGPPRFI 
KGI SDCYAPIGTAAYFQCL 


2061 


A 


47 


538 


RVRLRPVFCVMTSQEKTEEYPFADI FDEDETERNFLL 
SKPVCFVVFGKPGVGKTTLARYITQAWKCIRVEALPI 
LEEQI AAETESGVMLQSMLI SGQSI PDELVIKLMLBK 
LNSPEVCHFGYI ITEI PSLSQDAMTTLQQI ELI KNL\ 
W LuSJrU V X XV* X J\.o V LuJr 


2062 


A 


1196 


230 


RARSGLQGAVPIiGPTGRSRHSLQTKIiPSSPFSERPIiV 
FQTPGALVSTPHGRYPPPLCPPKAAFQKVIHGKAVPS 
NPS / VVPTAI VNPVRSTAGPGTLGQGSLRKGRS SMRK 
NGSLQRPLQSGI PTLVVGSLRRS PT/ MGPSASAVPIL 
PATGDPLLPLSRGGGDGVQA/SPSRGSPPSRASAGAV 
RPGSTPRPAPSLWKTKKSPSRVSLCQNRPHLPHHPSW 
*NQKTQEMASKSKSKP*DFRITALLPPNITPPIPPP/ 
AKPEQPATLKASQPEAASLGPEMTVLFAHRSGCHSGQ 
rvT<r»T T3T3T^Q AT J^T^ATTT^VQTACjnTOTVFPSK ' 


2063 


A 


1196 


230 


RARSGLQGAVPLGPTGRSRHSLQTKLPSSPFSERPLV 
wnTDriaT.VQTPWflPYPPPIjCPPKAAFOKVIHGKAVPS 
NPS / VVPTAI VNPVRSTAGPGTLGQGSLRKGRS SMRK 
NGSLQRPLQSGIPTLWGSLRRSPT/MGPSASAVPIL 
PATGDPLLPLSRGGGDGVQA/ S PSRGS PPSRAS AGAV 
RPGSTPRPAPSLWKTKKS PSRVSLCQNRPHLPHHPSW 
♦nqktqemaskskSkp* DFRI TALLPPNITPPI PPP/ 
AKPEQPATLKASQPEAASLGPBMTVLFAHRSGCHSGQ 
QTDLPJUCSALGKATTLVSTASGTQTVFPSK 


2064 


A 


1554 


1358 


EFVMRHKGAKHLRSAAHDLTWFQHYS IDVIGFLLTCV 
ATAIFLFTKCFLFSCQKFNKTRKIEKRE 


2065 


A 


793 


279 


HEGASLGVRGGGMADTVLFEFLHTEMVAELWAHDPD 
r vanriKM ■ WLEGMGFRVGO ALGERL PRBTLAFREE 
LDVLKFLCKDLWVAWQKQMM 
FPLLLPMASGMYLEEAPKFLAFTCGLl^ 
ES WTASVAALPVCKFQWI PKS 


2066 


A 


729 


487 


1 1 FI YLF I FLRWSL/ GSVAQAEVQWPHLNSLQAPPPG 
FAPFSCLRLPSSWDYRHLPPCPANFLYFWWRRGFTML 
ARMVLIS*PRDPPASASQGAGIAGMSHCARP*MNYFY 
LFIYFFEMESRSVAQAEVQWPHLNSLQAPPPGFAPFS 
CLRLPSSWDYRHLPPCPANFLYFWWRRGFTMLARMVL 
IS 


2067 


A 


1 


692 


PGGNRSSSSSC^CIOTFCTCRSRRRRRSHQPRRSSW 
GPLQAEVRLEFPSBKRRGSGTRGGRGGSTGVASVGSS 
TWGGTPGLGQTGTWQG/HTGQRGPQLPPHP\RNSFSS 
RHRGSSG\RLSQA\LPEPRGLESGKTGSARGVAAGRH 
QEGEAATGGGPRDIAQQGGCRGSACGRRSHEALRPRV 
WCX3EGPQWTW\CAVCPHRSAPGAGLAD\RQHPGESRA 
WGETRLGEAGGAE 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deietion,=possible nucleotide 
insertion) 


2068 


A 


114 


1031 


MPLLTLYLLLFWLSGYSIATQITGF1TVNGLERGSLT 
VQCVYRSGWETYLKVTOCRGAIWRDCKILVKTSGSEQE 
VKRDRVS I KDNQKNRTPTVTMEDLMKTDADTYWCGIE 
KTGNDLGVTVQWIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHLDNRHKLLKLSVLLPLIFTILLLLL 
VAASIiLAWRMMKYQQKAAOaSPEQVLQPLEGDLCYAD 
LTLQLAGTS PQKATTKLSSAQVIX^VEVEYVTMASLPK 
EDI S YASLTLGAEDQEPTYCNMGHLS SHLPGRGPEE P 
TEYSTI&KF* 


2069 


A 


114 


1031 


MPLLTLYIiLLFWLSGYSIATQITGP , l w iVNGIiERGSIiT 
VQCVYRSGWETYLKWWCRGAIWRDCKILVKTSGSEQE 
VKRDRVS I KDNQKNRTFTVTMEDI^KTDADTYWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHIiDNRHKLLKLSVliLPLI FTILLLIiIj 
VAASLLAWRMMKYQQKAAGMS PEQVLQPLEGDLCYAD 
LTLQLAGTS PQKATTKLS SAQVDQVEVEYVTMASLPK 
EDISYASLTIX3ABDQBPTYCNMGHLSSHLPGRGPEBP 
TEYSTISRP* 


2070 


A 

I 


114 


1031 


MPLLTLYIiIiLFWLSGYSIATQITGPTTVNGIiERGSLT 
VQCVYRSGWETYIiKWWCRGAIWRDCKILVKTSGSBQE 
VKRDRVS I KDNQKNRTFTVTMEDLMKTDADTYWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETS S S PTLTGHHLDNRHKLLKLS VIoLPLI FTILLLLL 
VAASLLAWRMMKYQQKAAGMSPEQVLQPIiEGDLCYAD 
LTLQLAGTS PQKATTKLS SAQVDQVEVEYVTMASLPK 
EDISYASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 
TEYSTISRP* 


2071 


A 


51 


1464 


ALPGEFFFRFHPAHKHCHLLPPSLFTNVUTQSBI SSF 
LS FLHFQQVPLRQKPRRKTQGFLTMSRRRI SCKDLGH 
ADCQGWLYKKKEKGSFLSNKSWCKFWVILKGSSLYWYS 
NQMAEKADGFVNLPJJr I V iSKi^Ki^KJvRxiHr oni^vx 
KTFYFA7VENVQEMNVWLNKLGSAVIHQESTTKDEECY 
SESEQEDPEIAAETPPPPHASQTQSLTAQQASSSSPS 
I^GTSYSFSSLENTVKTPSSFPSSLSKERQSLPDTVN 
pt caTvwnwr^uTTTravnVRCJPVPKRAGTHKT^IiENSFV 
TSESGFLNSLSSDDTSSLSSNHDHLTVPDKPAGSKIM 
DKEETKVSEDDEMEKLYKSLEQASLSPLGDRRPSTKK 
ELRKSFVKRCKNPSINEKLHKIRTLNSTLKCKBHDLA 
mt WOT .T .nnPKLTARKYREWKVMNTLLI OD I YQQQRAS 
PAPDDTDDTPQELKKS PSSPSVENS I 






87 


477 


IKSKLNQQVEVQESEVIRLTEAKGPTMGKESGWDSGRA 
AVAAWGGWAVGTVLVALSAMGFTSVGI AASS IAAK 
MMSTAAIANGGGVAAGSLVAILQSVGAAGLSVTSKVI 
GGFAGTALGAWLGSPPSS 


2073 


A 


87 


477 


IKSKLNQQVEVQESEWRLTEAKGPTMGKESGWDSGRA 
AVAAWGGWAVGTVLVALSAMGFTSVGIAASSIAAK 
MMSTAAIANGGGVAAGSLVAI LQS VGAAGLS VTS KVI 
GGFAGTALGAWLGSPPSS 


2074 


A 


112 


483 


AGVGALRMVQRLTYRRRLSYNTASNKTRLSRTPGNRI 
VYLYTKKVGKAPKSACGVCPGRIiRGVRAVRPKVLMRL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

Ann i¥i fT 

ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










SKTKKHVSRAYGGSMCAKCVRDRIKRAFLIEBQKIVV 
KVIiKAQAQSQKAK 


2075 


A 


2 


446 


FQNMTCELHLTCSVEDADDNVSFRWBAIiGbJTljSSQPN 
LTVSWDPRI SSEQDYTCI AENAVSNLSFSVSAQKLCE 
DVKIQYTDTKMILFKVSGICIVFGFIILLIiLVLRKRR 
t-vqt QT.QTnPTnOPTVKSARNIjKYVSVSPTNNTVYASVT 


2076 


A 


1208 


249 


VGWSVHRYVLLHHVMGGLEC^QGAWGYVQGGMGAIiSD 
AI ASS ATTHGAS I FTEKTVAKVQVNS EGCVQGWLED 
GTEVRSKMVLSNTS PQI TFLKLTPQEWLPEBFLERI S 
rvr TYnocrrtrrirTXT /\7*T?AP"WT A AT.RPT iTHLSEKPPGWG 

11 j fill K.SFV ± IVJ-JN / V Ii/\T1X1 XjtI^JJO IT XJ A iiOJk-' A3 -tvir t wiiu 

Q/HELSHHLH/CPDLQPVSPCSLVRSGRRQAAQ/ PSW 
RPPMLPGASRCPITNAPST*TVKTPSSFIRPLKMPWM 
ACLPTVFDCIEVYAPGPKDSWGRDILTPPDIiERIFG 
t xwmt pTir AMQTjy^LYF AP PVPLHSGYRCPLQGLYL 
CGSGAHPGGGVMGAAGRNAAHVAFRDLKSM 


2077 


A 


38 


376 


MALGVPI SVYLLFNAMTALTEEAAVTVTPPITAQQGN 
WTVNKTEADN I EGP I ALKFSHLCLEDHNS YC INGACA 
TOTTUT,T?KATfT?PFTGYTGERCIiKLKSPYNVCSGERRP 
L* 


2078 


A 


38 


376 


MALGVPI SVYLLFNAMTALTEEAAVTVTPPITAQQGN 
WTVNKTKADNI EGPI ALKFSHLCLEDHNS YC INGACA 
FHHELEKAI CRCFTGYTGERCLKLKS PYNVCSGERRP 
L* 


2079 


A 


38 


376 


MALGVPI SVYLLFNAMTALTEEAAVTVTPPITAQQGN 
tjrm mvpc atyktt pt A T ."FTP c?ut .(T iRDHNS YC I NGACA 
FHHELEKAI CRCFTGYTGERCLKLKS PYNVCSGERRP 
L* 


2080 


A 


1 


675 


MAPPLRPLARLRPPO^IxLPJUil^ 

GELITPIGTSLPDLDPARRRWEGGIGRVGSEVADLCP 

GKEGGKVPEAEKEGWCFSELSFVKEPQDVTVTRKDP 

VVIJX^AHGEVPIKOTWIJCNGAKMSENx^ 

LYI SEVEGRRGEQSDEGFYQCLAMNK\ F * AI LNQKAH 

LALSRIGST*RRRPDRP * EDEAFVMTTHCFQDLLTSL 

IES 


2081 


B 


1 


3147 


MAKI SASRAEKVLEHPGEREKGREMAS PWNHS I LALA 

AVWI I SMVLLGRSIQASRKEKMQPPEKETPEVIaHLD 

KAiCDHNSLNNlxRETIjLSEKPNLAQVElxELK^ 

FLPDVPETESYI SWNMALPPFFGQGRPGPPPPQPPP 

IALFGCPPPPLPSPAFPPPLPQRPGPFPGASAPFLQP 

PLALQPRASAQASRGGGGAGAFYPVPPPPLPPPPPQC 

RPFPGTDAGERPRPPPPGPGPPWSPRWPEAPPPPADV 

I^DAAliQRLRDRQWLEAVFGT PRRAGC PVPQRTHAGP 

SLGEVRARLLRALRLVPJUiRGLSQALREAEADGAAWV 

LLYSQTAPIxRAELAERLQPLTQAAYVGEARRRLERVR 

pj^RLRLRERAREREAEREAEAARAVEREQEIDRWRVK 

CVQEVEEKKRFFCEILTDELVLWEPSGRPQPQQLQIL 

TAMSTSTFYDKELIO'ARENKEEELIDKIxEVVTMPSPS 

PKGLPVKQYAVQSQLPVYEWPDVGSGEYDVGWASFG 

RLLNEALILKFPYSALGGSGS PAPLTRLAS PAAPQDG 

QVDLEGRALRPAARAGFSKHRGHGDALIX^HAGLRPEL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HAPLTWADGLFSKFRKSLVSNKVS VS SHFVGFLMKH 
DFSLERTALFWVKAAGQGPSPYQCGDPGTASAPPAWli 
LLVSPEHGIiAPAPTTIRDPBAGHQBRPEEBGBDKAEA 
c cp qt?rrp A P<? QTiOPGS PASPGPGRRLCSLDVLRGVR 
LEIiAGARRRLSEGKIjVSRPRAIjLHGIiRGHRALSL»CPS 
PAQSPRSASPPGPAPQHPAAPASPPRPSTAGAIPPLR 
SHKPTVAlYITTKRIiPYFPIVNFLFLIAQLPKLQYNK 
NVALTVKFLTKRFISEYDPNLGMVCRKPTDPVDWPPL 
VLGLLTLMKQFHSRYTEQFLALIGQFICSTVEQCTRQ 
VTKAEGVAIAGRFGCLFFEVSACLDFEHVQHVFHEAV 
pwat?pt7T .RKCiPT.TPPLFI SEERALPHOAPLTARHGIiA 
SCTFNTLSTINLKEMPTVAQAKIjVTVKSSRAQSKRKA 
PTLTLLKGFKIF 


2082 


A 


85 


839 


RSGSLMAAAAATKIIiLCLPLLLLLSGWSRAGRADPHS 
LCYDITVIPKFRPGPRWCAVQGQVDEKTFLHYDCGNK 
TVTPVS PLGKKLNVTTAWTG\QNPVLRKVVDI LTEQLR 
DIQLENYTPKEPLTLQARMSCEQKAEGHSSGSWQFSF 
DGQI FLLFDSEKRMWTTVHPGARKMKEKWENDKVVAM 
SFHYFSMGDCIGWLEDFIiMC3©STIiEPSAGAPIiAMSS 
GTTQLRATATTLIIiCCLLIIiLPCFILPGI 


2083 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGS PVP* I SWSLLDGTMI 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TCYAQNTLGKDEMKVHLTVTTAAPRI RQSNKTNKRI K 
AGDTAVLDCEVTGD PKPKI FWIxLPSNDMI SFSI DRYT 
FHANGSLTINKVKIiLDSGEYVCVARNPSGDDTKMYKL 
DWSKPPLI NGLYTNRTVIKATAVRHSKKHFDCRAEG 
rpnc PRVMWTMPDNI PIjTAPYYGSRITVHKNGTIjEIRN 
VRI^DSADFICVARNEGGESVLWQIxEVIxE>ILRRPTF 
RNPFNEKIVAQXjGKSTAIjNCSVDGNPPPE I IWILPNG 
TRFSNGPQSYQYLIASNGSFIISKTTREDAGKYRCAA 
RNKVGYIEKLVILEIGQKPVILTYAPGTVKGISGESL 
SLHCVSDGIPKPNIKWTOPSGYVVDRPQINGKYILHD 
NGTLVIKEATAYDRGNYI CKAQNSVGHTLITVPVMI V 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQliHIiQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2084 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGSPVP* ISWSLLDGTMI 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TCYAQNTIX5KDEMKVHLTVT TAAPR I RQSNKTNKRI K 
AGOTAVLDCEVTGDPKPKIFVTLLPSNDMI SFSI DRYT 
FHANGSLTINKVKLLDSGEYVCVARNPSGDDTKMYKL 
DWS KPPL I NGliYTNRTVT KATAVRHS KKHFDCRAEG 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTIiEIRN 
VRIjSDS ADF ICVARNEGGESVLVVQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTAIiNCSVDGNPPPEIIWIIiPNG 
TRFSNGPQS YQYLIASNGSFI I SKTTREDAGKYRCAA 
RNKVGYIBKLVT LEI GQKPVI I/TYAPGTVKGI SGE S L 
SLHCVSDGI PKPNIKWTMPSGYWDRPQINGKYILHD 
NGTLVI KEATAYDRGNYI CKAQNSVGHTLI TVPVMIV 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=nn<«ihlp nucleotide deletion^nossible nucleotide 
insertion) 










WKMPDHSLLSTASKERTHGSEQLHLQGTLVI QNPQTS 
DSGI YKCTAKNPLGSDYAATYI QVI 


2085 


A 


1 


1742 


VSAVEF T VIiHGKDFQVDCKASGSPVP* ISWSLLDGTMI 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGYABBGDY 
TCYAQNTLGKDEMKVHLTVITAAPRIRQSNKTNKRIK 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI S PS I DRYT 
FHANGSLTINKVKLLDSGEYVCVARNPSGDDTKMYKL 
DWSKPPLINGLYTNRTVIKATAVRHSKKHFDCRAEG 
TPSPEVMWIMPDNlrJjxAJrX IboKll v rLlUN o X xj-Cj a. ru* 

RNPFNEKIVAQLGKSTALNCSVDGNPPPEIIWILPNG 
TRFSNGPQSYQYLI ASNGSFI I SKTTREDAGKYRCAA 
RNKVGYI EKLVTLE IGQKPVI LTYAPGTVKGI SGESL 
SLHCVSDGI PKPNI K>TTMPSGYVVDRPQINGKYI LHD 
NGTLVI KEATAYDRGNYI CKAQNSVGHTLI TVPVMI V 
AYPPRI TNRPPRS I VTRTGAAFQIoHCVAIjGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQLHLQGTLVI QNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2086 


A 


180 


275 


MEEPOSDPSVEPPLSQETFSDLWKLLSENNVL 


2087 


A 


47 


1147 


MASMAAVLTWALALXiS AFS Ax QARKfcjr WJJ x roU J. oWD 

KGRVEQ I HQQKMARE PATLKDSLEQDLNNMNKFlxEKL 

RPLSGSEAPRLPQDWGMRRQl^EElxEEVKARLQPYM 

AEAHELVGWNlxEGl^QQLKPYxm)x^QYAl^VQEl^ 

EQI^WGI^TKAQLIjGGVDEAWALI^LQSRVVHHTG 

RFKELFHPYAESLVSGIGRHVQELHRSVAPHAPASPA 

RLSRCVQVLSRJCLTLKAKALHARIQQN^ 

AFAGTGTEEGAGPDPQMLSEEVRQRIiQAFRQDTYLQI 

AAFTRAIDQETEEVQQQLAPPPPGHSAFAPEFQQTDS 

GKVLSIOJQARIiDDLWEDITHSLHIX^GHSHx^GDP * 


2088 


A 


47 


1147 


m-r nu« ivirr r TTiT7\ T 7VT T OXT?CR r TV>JiD'trm?WnVT?Qrt'P^firi 

MASMAA. V Jb 1 WAJjAJ-iXjo At bA X v™*- 1 *-*^ vtu x r oy x 

KGRVEQIHQQKMAREPAITjKDSLEQDLNNMNKFIxEKL 

RPIiSGSEAPRLPQDPVGMPJIQLQEELEEVKARIjQPYM 

AEAHELVGW1^GI^QQLKPYxW)LMEQVA1^ 

EQLRWGEDTKAQLIX3GVDEAWAI^^ 

RFKELFHPYAESLVSGIGRHVQEIjHRSVAPHAPASPA 

RJjSRCVQVLSRKLTLKAKAIiHARIQQNXoDQLR^ 

AFAGTGTEEGAGPDPQMl^EEVRQRLQAFRQDTYLQI 

a a OTP a Tr^TJT^TJVOnnTAPPPPGHSAFAPEFOOTDS 

GKVIiS KLOARLDDLWEDI THS LHDQGHSHLGDP * 


2089 


A 


1199 


329 


DFtjEFMRENRLTPFIiDPRYKI IX3Sx*EVPLd3RAKDQLE 
KHTRYWPMI I SQTTI FNMQAWPLASVIVKESLTEED 
VLNCQKTIVl^VDMERKNDPLPISTVGTRGKGPKRDE 
QYRIMWNELEl^VRAHINNSEKHQRVLECLMACRSKP 
PEEEERKKRGRKREDKEDKSEKAVKDYEQEKSWQDSE 
RxxKGILERGKKELAEAEIIKDSPDSPEPPNKKPXjVEM 
DETPQVEKSKGPVSLLSLWSNRINTANSRKHQEFAGR 
LNSVNNRAELYQHLKEENGMETTENGKASRQ 


2090 


A 


3 


456 


RWNSIMELALLCGLWMAGVI PIQGGILNLNKMVKQV 
TGKMPILSYWPYGCHCGLGGRGQPKDATDWCCQTHDC 
CYDHLKTQGCGIYKDi^YNFSQGNIHCSDKGSWraQ 



WO 2004/080148 



PCT/US2003/030720 



619 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, * s =Stop codon, 

t— nneeiKlo nnrlAntiHp Hplpfinn =nnccihle nucleotide 

insertion) 










QLCACDKEVAFCLKRNLDTYQKRIiRFYWRPHCRGQTP 
GC 


2091 


A 


27 


489 


BGEBPRD* PKMPLTPEPP/VWARGGAPRMGSSPMALT 
ALWALHPHHAGPGHPGCALHPHHRCVG* TPVPPCSPP 
RPQPPCTHPGVAPRRRAVD*AHGHRPRAL*GLVWLCG 
PPADRSGP * ASHPATWAPRPYWRSQPGAPSGGPSPGR 
GGPPPQA 


2092 


A 


2022 


617 


VI PPVLTARGPRPRGAGAMVRGRI SRLSVRDVRFPTS 
LGGHGADAMHTD PD YS AAYWI ETDAEDGI KGCGITF 
TLGKGTEVWC^WAIAHHVLNKDLKDIVGDFRGFYR 
QLTSDGQLRWIGPEKGVVHIiATAAVLNAVWDLWAKQE 
GKPVWKLLVDMDPRMLVSCIDFRYITDVLTEEDALEI 
LQKGQIGKKEREKQMIiAQGYPAY TT S CAWLGYS DDTL 
KQIiCAQALKDGWTRFKVKVGADLQDDMRRCQI IRDMI 
GPEKTLMMDANQRWDVPEAVEWMSKLAKFKPLWIEEP 
TSP* LTFLGHATI \ SKALVPFRELGI CTRENSCHNRV 
I FKQKLQAKALQFLQI DS CRIjGSVNKNLSVIiLMAKKF 
E I PVCPHAGGVGLCELVQHLI I FDYI SVSASLENRVC 
EYVDHLHEHFKYPVMIQRAS YMPPKDPGYSTE\ LKEE 
SCKRNTQYPQMGEVWEETPFPAQEN 


2093 


A 


63 


193 


SGRLAPHTSRRTSANCSDDAKS SDS CS PSRKT* WSGR 
NTNRIH 


2094 


A 


1404 


142 


IPGSTISWSPAAARGLSVCRCCRI1HPASAMDI1FGDLP 
EPERSPRPAAGKEAQKGPt»LFDDLPPASSTDSGSGGP 
LLFDDLPPAS SGDSGSLATS I SQMVKTEGKGAKRKTS 
EEEKNGSEELVEKKVCKASSVIFGLKGYVAERKGERE 
EMQDAHVIIiNDITEECRPPS SLI TRVS YFAVFDGHGG 
IRASKFAAQNLHQNLIRKFPKGDVISVEKTVKRCLLD 
TFKHTDEEFIiKQASSQKPAWKDGSTATCVLAVDNI LY 
IANI/IDSRAIIiCRYNEESQKHAATihTiSiUsii^i^l y i islL 
RMRIQKAGGNVRDGRVIjGVIjEVSRSIGDGQYKRCGVT 

svpdirrcqltpndrfillacdglfkvftpeeavnfi 
lscledekiqtregksaadaryeaacnrlankavqrg 
sadnvtvmwrigh 


2095 


A 


2 


541 


fvghcvnteggfvcergpgmrvsadrhscqdtdeclg 
tpcqqrcknsigsykcscrtgfhlhgnrhscv/dytp 

RIPLCSPIFLAAFAPIjDVNECRRPLERRVCHHSCHNT 

ggsflctcrpgfrlradrvsce/dfpesragpichpa 

TPVTPVQE/ CYCCLLRPHGLPCAQDI DLLLGLQGHQ 


2096 


A 


1206 


2266 


RHLLTI FHKLKI YKTINKIDFiUUvKV ly Job V i* CLilfJA. 
LFFSSEMVKNQTMVTEFIilJjGFIiLGPRIQMIiLFGIiFS 
LFYVFTLLGNGTILGLISLDSRIiHTPMYFFLSHLAVV 
NI AYACNTVPQMLVNLLHPAKPI SFAGCMT * TFLFLS 
FAHTECLLLVLMSYDRYVAICHPLRYFIINrrWKVCIT 
LAITSWTCXSSIiLAMVHVSLIIiRIiPFCGPREINHFFCE 
I LS VLRLACADTWIiNQVVT FAACMFILVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMIiNPLIYN 
LRNVEVKGALRRALCKESHS 


2097 


A 


1206 


2266 


RHLLTIFHKLKIYKTINKIDFKXKRVTQLLVFCLFLC 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=3top codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LFFSSE^WKNQTMVTEFIl^lLGFLLGPRIQMIJIlFGLFS 
LFYVFTLLGNGTILGLI SLDSRLHTPMYFFLSHLAVV 
NIAYACOTVPOMLVNLIiHPAKPI SFAGCMT*TFLFIjS 
FAHTECLLLVIMS YDRYYAI CHPLRYFI IMTWKVCIT 
IiAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
ILSVLRLACADTWLNQVVT FAACMFILVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCVVGLFFGS 
AIVMYMAPKSRHPEBQQKVLFLFYSSFNPMLNPLIYN 
LRKVEVKGALRRALCKESHS 


2098 


A 


276 




BKWPD* SRAACPVLCROIGQYSKGRCLCFSGWKGTKC 
DVPTTQCIDPQCGGRGICIMGSCACNSGYKGESCEKA 
PRYIPEKE 


2099 


A 


4 


770 


RETGSVSLSPSGLEGAESYAVSPILYSSPDVKELWLE 
f rr norm w cjhtctk^TPGOS AAI LMKLRS SHNASKTLN 
ANNMETLIECQSEGDIKEHPLLASCESEDSICQLIEV 
KKRKKVLSWPFLMRRIiSPASDFSGALETDLKASIiFDQ 
PLS 1 1 CGDSDTLPRPIQDI LTILCLKGPSTEGI FRRA 
ANEKARKELKEELNSGDAVDLERLPVHLLAVVFKDFL 
RS I PRKLLS SDLFEEWMGALEMQDEEDRI BALK 


2100 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 
LPSSW\DYRHVLPRQANFCIF/M*RRGFTMLARMVSI 
S* PRDLPALASQSAGITGVSHHAPPQMDFTFALLCFA 
LKGCLPRQKEGGTLNLI 


2101 


A 


901 


DZ J. 


FFFGNGVS PCRQAGV* WHDLD SLQNIiPPGFKRF S YLS 
LPSSW\DYRHVLPRQANFCI F /M*RRGFTMLARMVS I 
S* PRDLPALASQSAGI TGVSHHAPPQMDFTFALLCFA 
LKGCLPROKEGGTLNL I 


2102 


A 


3 


600 


PRCRNS ARVADTFYTNAGCTLVALNPFKPVPQLYS PE 
LMREYHAAPQPQKLKPHVFTVGEQTYRNVKSLIEPVN 
QSIWSGESGAGKTWTSRCLMKFYAVYATSPASWESH 
KIAERIEQRILNSNPVMEAFGNACTLRNNNSSRFGKF 
IQLQLNRAQQMTGAAVQTYIiLEKTRVACQASSERNKD 
PIPPELTRLLQQSQ 


2103 


A 






PRCRNSARVAOTFYTNAGCTLVAIJ^PFKPVPQLYS PE 
LMREYHAAPQPQKLKPHVFTVGEQTYRNVKSLI EPVN 
QSIWSGESGAGKTWTSRCLMKFYAWATSPASWESH 
KIAERIEQRILNSNPVMEAFGNACTLRNNNSSRFGKF 
IQLQLNRAQQMTGAAVQTYLLEKTRVACQASSERNKD 
PIPPELTRLLQQSQ 


2104 


A 


10 


435 


FKWIiLKSHAI CFWTRS * S YCDNVCVPSLWAHHLGIRT 
EI PEFFLSKFLCTS 1 1 PHFTYRRQLRLIQGSTE * EA* 
EDKLEQK* ALGAAQFTLPGMDVFVCFVFCF/ CLFEME 
SHSVT*ARVQWCDLGSLQPLPIiGFKQFSCLGL 


2105 


A 


79 


1222 


CQRREDAAEFWLCFALDPSKDPCLKVKCSPHKVCVTQ 
DYQTALCVSRKHLLPRQKKGNVAQKHWVGPSNLVKCK 
PCPVAQSAMVCGSDGHSYTS KCKLEFHACSTGKSLAT 
LCDG\ PCPCLPEP\ EPPKHKGRKGVPCTDKEIjRNIiAS 
RLKDWFGALHEDANRVT KPTS SNTAQGRFDTS I LP I C 
KDSLGWMLNKLDMNYDLLI^PSEINAIYIiDKYBPCIK 
PLFNSCDSFKDGKPFLNNEWCLLPSQNPGGLP/CAQN 



WO 2004/080148 



PCT/US2003/030720 



621 
TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location oi 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










EMNRIQ\ KLSKGKSLLGAFI PRCNEEGYYKATQCHGS 

itv^/"v»m/t rrM/-v/~»KTC , T 7V C CD V/V* a \7'Or' t T?l?T2f*T? r PC!f^m?fifi 

TGQCWu VDKx CiNciJjAVjoKJvy^JAv oCiiiiiiWri x owr 
GGSVVLIiDDLEYERELGPKDKEGKLRVHTRAVTEDDE 

DEDDDKEDBVGYIW 


2106 


A 


174 


857 


MLNIiAFTVGS FIjLS AITLPLGI VMDKYGPRKLRIjIjGS 
ACFAVSCLLIAYGASKPNALSVLI FIALAIiNGFGGMC 
MTFTSLTLPNMFGDLRFTFIALMIGSYASSAVTFPGI 
KLIYDAGVSFIWLWWAGCSGLVFLNCFFNWPLBPF 
PGPEDMDxo VKJLKir bWiivjl*lJxlK_L X\jrJ\yr XJXUV 1 «L vvan. 
RLSVGSSMRSAKEQVALQEGHKLiCLSTVDRNSXRSXA 

LVSGYP 


2107 


A 


174 


857 


MLNIAFTVGSFLLSAITLPI^IVMDKYGPRKLRLLGS 
ACFAVS CLLI AYGASKPNALS VLI FIALAtiNGFGGMC 
MTFTSLTLPNMFGDLRFTFIALMIGSYASSAVTFPGI 
KL I YDAGVS FI WLWWAGCSGL VFliNCFFNW r Lib, Ft 
PGPEDMDYS VKI KFSWliGFDHKI TGKQFYKQVTTVGR 
RIjSVGSSMRSAKEQVALQEGHKLCLSTVDRNSXRSXA 
LVSGYP 


2108 


A 


1 


570 


YAAFGAVVTRVSLPAPRCPAIiGGLASGPGESGPALLQ 
VCGAKCPGGAPRGENREKEETTRIGPGVMESKEKRAV 
NSl^MENANQENEEKEQVANKGEPLALPIiDAGEYCVP 
RGNRRRFRVRQP I LQYRWDMMHRJjGE PQARMREENME 
RIGEEVRQLMEKLREKQLSHSLRAVSTDPPHHDHHDE 
FCLMP 


2109 


A 


70 


993 


SEQKIQEQGYWITVFSALPTTVSALHPRYLKPLSSL 
IHLQANSNPWECNCKliliGljKDWI^ 
PSMRGRALRYINITNCVTSSINVSRAVJAWKSPHIHH 
KTTALMMAWHKVTTNGS PLENTETENI TFWERI PTS P 
AGRFFQENAFGNPLETTAVLPVQIQLTTSVTLNIiEKN 
SAIiPNDAASMSGKTSLICTQEVEKLNEAFDI LLAFFI 
LACVLI I FLI YKVVQFKQKLKASENSRENRIiEYYSFY 
QSARYNVTASICNTSPNSLESPGLEQIRIiHKQIVPEN 
EAQVT LFEHS AL 


2110 


C 


160 


297 


M I LCHLMQ A P YHLKVS WE PTD P PTL WKCWTNVS TNP P 
IiSAbKCaHK 


2111 


A 


2 


951 


PRVRPRVRPRVRS SRPRSRDP S PRRARLRWQLRWKPR 
WCPRPPKTPGVWKRPRTRPRSSAGGSTGFPSS PILRR 
S PSTRRRS SRKAS PTATRATGTPPRQAQRKTARAAGR 
RRAS PG1 Ax Ab 1 Ko Mx oM \KFvjKJ\±'oim ±rowrnji\.x.Misis 
TSSLSRl^VSPGTITCPl^TPGSLIiKDSKIPISIKH 
LTNIjPSSHPWHQQPSRSEMPRTKI pvskvlvrrvsn 
RGLAGTTI RATACHDSAQKVVRSSRPRWMGPMPRNTT 
FPWETTKVSFAFPKESLL/WTPPVPRPAPERGPRRSL 
CPE*GPDNTRKRDATRGFI*LSR 


2112 


A 


82 


435 


MLVLLPRSKAMPxjLSVNVTI^ 

ADVTIJIAKNGYTAFDLVMIiIjNDPDI FGGELIGFLS w 
TELVRLLASVFMQVNKDIGRRSHQLPLPHSKVPTALE 
HPSAAR* 


2113 


A 


83 


1138 


PRRMGSWVQLITSVGVQQNHPGWTVAGQFQEKKRFTE 
EVIEYFQKKVSPVHIiKI LLTSDEAWKRFVRVAELPRE 



I 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










EADALYEALKNLTPYVAIEDKDMQQKEQQFREWFLKE 
FPQIRWKI QES I ERLRVT ANE I EKVHRGCVI ANWSG 
STGILSVIGVMLAPFTAGIiSLSITAAGVGLGIASATA 
GIASSIVENTYTRSAELTASRLTATSTDQLEALRDIL 
HDI TPNVLSFALDFDEATKMI ANDVHTLRRSKATVGR 
PLIAWRYVPINWETLRTRGAPTRIVRKVARNLGKAT 
SGVLVVLDVVNLVQDSLDLHKGEKSESAELLRQWAQE 
LEENLNELTHIHQSLKAG 


2114 


A 


83 


1138 


PRRMGSWVQLITSV(jVUUNH±'<jW1 VAoyrUciiSJSJtcr xa 
EVIEYFQKKVSPVHLKILLTSDEAWKRFVRVAELPRE 
EADAL YEALKNLTP.YVAI EDKDMQQKEQQFREWFLKE 
FPQIRWKIQESIERIiR VI ANEIEKVHRGCVI ANWSG 

nnviTT ox rx nurr 7\ T> L"I'T\ f~*T OT.CTTHftn/rTryilT AQZlTJV 

STGIijSVXvjVMliAirr JLAvjljolJoXlAftVjVk3iA5J.AoAJ.«. 

GIASSIVENTYTRSAELTASRLTATSTTOLEALRDIL 

HDI TPNVLS FALDFDEATKMI ANDVHTLRRS KATVGR 

PLIAWRYVPINVVETLRTRGAPTRIVRKVARNIiGKAT 

an\rr Tnrr TYtnrxrr TTrvnQT JYT.WTfrtRKQRCiAKT.T.ROWAOE 
bb VJjV VJ-iD V vriijV^J^OJjl^J-triJ^\JiJl\JCtOJ^ri i n tnymnyia 

IiEENIiNELTHIHQSIiKAG 


2115 


A 


700 


283 


VPRLVSPLSNPAPKFYCVSFFYHMYGKHIGSLNLLVR 
SRNKGALDTHAWSLSGNKGNVWQQAHVPI SPSGPFQI 

*r pryn mnivVT JTtT TV TnrrcTTT.VKmJPPP KY^TnPTJTCW 
JL .T .EjIj V Kvi-fcrvj i 1Aj»1J J-J\-L UD V XijISJxVjILU.JErXvI\.S^ J.JJirA>iz\.v v 

VMPGSGAPCQS SPQLWGPMAI FLLALQR 


2116 


A 


700 


283 


VPRLVS PLSNPAPKF YCVS FFYHMYGKHI GSLNLLVR 
SRNKGALDTHAWSLSGNKGNVWQQAHVPI SPSGPFQI 
I FEGVRGPGYLGDI AIDDVTLKKGECPRKQTDPNKW 


2117 


A 


554 


970 


MVLPFI CNLLRRHPACRVLVHRPHGPELDADPYDPGE 
EDPAQSRAIiESSLWELQAIiQRHYHPEVSKAASVINQA 
LSMPEVS IAPLLELTAYEI FERDLKKKGPBPVPTGVL 
SQPRACWDGRVKLCAQHFHAQLTLAHL* 


2118 


A 


1 


541 


■» jtxt rr« c e vmp tv t .qtttpt .tivytyirt /SVP RR cjfTH'S VSL ID 

vnVLboi\l v ibALo 1 ii»KJ-J\^ I X J. ^KM-ivr V IvCtXvO vjxzo v lj.lj_i.i_/ 

LWGLLVEYLL YQEEN PAKLS DQQEAVRQGQNP Y PI YT 
SVNVRTNLSGEDFAEWCEFTPYEVGFPKYGAYVPTEL 
FGSELFMGRLLQI^PEPRICYLQOyiWGSAFATSLDEI 
FLKTAGSGLSFLEWYRGSVNITDDCQKPQLHN 


2119 


A 


1 


541 


TOVCSSKMGALSTERLQYYTQBLGVRERSGHSVSLID 
LWGLLVEYLLYQEKNPAKLSDQQEAVRQGQNPYPIYT 
SVNVRTNLSGEDFAEWCEFTPYEVGFPKYGAYVPTBL 
FGSELFMGRLI^LQPEPRICYLQa«WGSAFATSLDBI 
FLKTAGSGLSFLEWYRGSVNITDDCQKPQLHN 


2120 


A 


1 


1524 


PHPSGPRITHSHARETACQP/GSEQHPGPHGGQLPRG 
GRQGPELPSHVCRAQA\GRTGQEPSSERPHAGQGAGL 
WSGS PWGRGRTQPTHAPTEGATPRCPLRPS PRGSGRA 
GPTLIRAGLSGGRGGRSLCPCGFPRAGAVPARSSHNQ 
TS PVHEKSRH/ GPTASGPGCWWLGDPQGRRVPGLAVP 
*APAAGTPMDKLPGLHLPEQRLPSIGGPFSAGLSPSG 
QSREWQGGSQGSRSRQFSKKAPGPPPS\TGGGCLGCG 
GRGT\RGSAHAG\ PWGSPHQQGS * GAPGSQAKGGTP* 
RKPAP ANGS SEEQEEARGPQGLEVS S SQTSASHAGLG 
LQGNSTRGVGPGPRPPAEPTTGRSWARSRVNPD*EQA 
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TABLE 7 



SEQ 
ID | 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletu>n,=possible nucleotide 
insertion) 










SGA*WSGSRSPGDALESSOTAPAWLQLCSAPCALGS 
REPGQGLAVTQTLCGPQSIsGHPRESHKTRPRYEAATS 
SACLGIiALTGTFSVEBTEMFMTRQRPTGRDLQRGTRP 
QGWQGPVPGTSHYGRARPALGEASDKQEANGA 


2121 


A 


233 


692 


DNHPSFPRLPSSRPGTKEVLKEIHISDTTADVTFYPI 
YRMSEMI PRRI KMPWLWLDLWYLMFKEGWKHKKSLKI 
LHTFTNSVIAERANKMNANEDCRGDGRGSAPSKNKRR 
AFLDLLLSVTDDEGNRLSHEDIREEVDTFMPKVLyiV 
RFRYH 


2122 


A 


2 


1115 


PRVRS SGGQEDPASQQWARPRFTQPSKMRRRVT ARPV 

GS SVRIiKCVASGIlPKFJJX 1 WlYLKlJlJyiUjlK^JSMi^rKJX 

KKWTLSLKNLRPEDSGKOTCRVSNRAGAINATYKVDV 
IQRTRSKPVLTGTHPVNTTVDFGGTTSFQCKVRSDVK 
PVIQWLKRVEYGAEGRHNSTI DVGGQKFWLPTGDVW 
SRPDGSYLNKLLITRARQDDAGMYICLGANTM^ 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGI PAG 
AVF I LGTLLLWLCQAQKKPCT PAPAPPLPGHRP PGTA 
RDRSGDKDLPSLAAIiSAGPGVGLCEEHGS PAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 
, s 


2123 


A 


2 


1115 


PRWS SGGQEDPASQQWARPRFTQPSKMRRRVT ARPV 
GSSVRLKCVASGHPRPDITWMlUJJJQAlj I KFrLAAJSi^KlS. 
KKWTLSLKNIjRPEDSGKYTCRVSNRAGAINATYKVDV 
IQRTRSKPVIiTGTHPVNTTVDFGGTTSFQCKVRSDVK 
PVIQWLKRVEYGAEGRHNSTIDVGGQKFWLPTGDVW 
SRPDGS YliNKLL I TRARQDDAGMY I CLGANTMGYS FR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPVVTGIPAG 
AVFILGTLLLWLCQAQKKPCT PAPAPPLPGHRP PGTA 
RDRSGDKDLPSLAALSAGPGVGLCBEHGSPAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 
S 


2124 


A 


2 


1115 


PRVRS SGGQKDPASQQWARPRFTQPSKMRRRVT ARPV 
GS S VRIrK-V- VAb Lxri rtCLrU ± X YinjSJJLf^frVLi X tvir jwui tr rviv 
KKWTLSLKNLRPBDSGKYTCRVSNRAGAINATYKVDV 
IQRTRSKPViTGTHPVNTTVDFGGTTSFQCKVRSDVK 
PVT QWLKRVE YGAEGRHNSTI DVGGQKFWLPTGDVW 
SRPDGSYIiNKLLITR^QDDAGMYICLGANTMGYSFR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGIPAG 

Ain?TT /"Tr T T OTrY^AnTTfTPPTPAPAPPT iPGHRPPGTA 
A. V 1: X J-IV7 1 ixuijVy ljV^y/\y XvTUr X x^t\xri\xrtrxjr\3rii\cc , \Dj.n. 

RDRSGDKDLPSLAALSAGPGVGLCBEHGSPAAPQHLL 

GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNS SH 

S 


2125 


A 


3 


644 


pnwkrnpslf*kvppfmkkvv/qrgslxippksldydr 
f srn / dtplgrvs i plnkvdltqmqtfwkdlkpc sdg 
sgsrgelllslcynpsansiivniikarnlkamXdig 

GTSDP\YVTC\rt^\MYK\DKRV\EKKKT\n:\M 

\ I FNESFAFDI PTEKLRETTI I ITVMDKDKLSRNDVT 

GKIYLSWKSGPGEVKHWKDMIARPRQPVAQWHQLKA 


2126 


A 


193 


883 


IMPCAQRSWLANLSWAQLLNFGALCYGRQPQPGPVR 
FPDRRQBHFI KGLPEYHWGPVRVDASGHFLS YGLHY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










PITS SRRKRDLDGSEDWVYYRI FHEEKDLFFNLTVNQ 
GFLSNS YIMEKRYGNLSHVKMMAS SAPLCHLSGTVLQ 
QCTRVGTAALS ACHGLTGFFQLPHGDFFI EPVKKHPL 
VEGGYHPHIVYRRQKVPETKEPTCGLKGIVTHMSSWV 

EESVLFFW 


2127 


A 


87 


477 


IKSKLNQQVEVQESEWRIiTEAKGPTMGKESGWDSGRA 
AVAAVVGGVVAVGTVLVALSAMGFTSVbl AAbS 1 AAK. 
MMSTAAIANGGGVAAGSLVAI LQSVGAAGLSVTSKVI 
GGF AGTALGAWLGS P PS S 


2128 


A 


1993 


1379 


SLHLSERADWQYSQRAG/DAVEVFFSRTARDNRLGOl 
FVRCAPSSRYTLLFSHGNAVDLGQMCSFYIGLGSRIN 
CNIFSYDYSGYGVSSGKPSEKNLYADIDAAWQALRTR 
YGVS PENI I LYGQS IGTVPTVDLASRYECAAVI LHS P 
LMSGLRVAFPDTRKTYCFDAF PSIDKI SKVTSPVLVI 
HGTEDEVIDFSHGLAMYERCPRAVEPIiWVEGAGHNDI 
ELYAQYLERLKQFI SHELPNS *RQSK 


2129 


A 


1993 


1379 


SLHLSERADWQYSQRAG/DAVEVFFSRTARDNRLGCM 
FVRCAPS SRYTLLFSHGNAVDLGQMCSFYIGLGSRIN 
CNI FSYDYSGYGVSSGKPSEKNIiYADIDAAWQALRTR 
YGVS PENI I LYGQS IGTVPTVDLASRYECAAVI LHSP 
LMSGLRVAFPDTRKTYCFDAFPS IDKI SKVTS PVLVI 
HGTEDEVI DFS HGLAMYERCPRAVE PLWVEGAGHNDI 
ELYAQYLERLKQFI SHELPNS * RQSK 


2130 


A 


3 


383 


PPGPKGDQGDEGKEGRPGI PGLPGLRGLPGERGTPGL 
PGPKGNDGKLGATGPMGMRGFKGDRGPKGEKGEKGDR 
AGDASGVEAPMMIRLVNGSGPHEGRVEVYHDRRWGTV 
CDDGWDKKDGDWCRM 


2131 


A 


3 


383 


PPGPKGDQGDEGKEGRPGI PGLPGLRGLPGERGTPGL 
PGPKGNDGKLGATGPMGMRGFKGDRGPKGEKGEKGDR 
AGDASGVEAPMMIRLVNGSGPHEGRVEVYHDRRWGTV 
CDDGWDKKDGDWCRM 


2132 


A 


1 


2789 


GIRTSSPKTEGKHEETVNKESDMKVPTVSLKVSESVI 
DVKTTME S I SNTSTQSLTAETKD IALE PKEQKHEDRQ 
SNTPSPPVSTFSSGTSTTSDIEVLDHESVISESSASS 
RQETTDSKS SLHI^IQTSFQLLS ASACPEYNRLDDFQK 
LTESCCSSDAFERIDSFSVQSLDSRSVSEINSDDELS 
GKGYALVPIIVNSSTPKSKTVESAEGKSEEVNETLVI 
PTEEAEMEESGRSATPVNCEQPDILVSSTPINEGQTV 
LDKVAEQCEPAESQPEALSEKBDVCKTVEFLNEKLEK 
REAQLLSLSKEKALLEEAFDNLKDEMFRVKEESSSIS 
QT.KTJRT7TORIAEAEKKVOLACKERDAAKKEIKNIKEE 
LATRLNSSETADLLKEKDEQIRGLMEEGEKLSKQQLH 
NSNIIKKLRAKDKENENMVAKLNKKVKELEEELQHLK 
QVLDGKEEVEKQHRENIKKLNSMVERQEKDLGRLQVD 
MDELBEKNRSIQAALDSAYKELTDLHKANAAKDSEAQ 
EAALSREMKAKEELSAALEKAQEEARQQQETLAIQVG 
DLRLALQRTEQAAARKEDYLRHEIGBLQQRLQBAENR 
NQELSQS VS STTRPLLRQI ENLQATLGSQTS SWEKLE 
KNLSDRLGESQTLLAAAVERERAATEELLANKIQMSS 
MESQNSLLRQENSRFQAQLESEKNRLCKLEDENNRYQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










VELENLKDEYWTIiEETRKSKTLLNSQLBMERMKVEQ 
ERKKAIPTQETIKEKERKPFSVSSTPTMSRSSSISGV 
DMAGLQTSFLSQDESHDHSFGPMPI S /AKWKQSL* CC 
KIX3SRIKH\IENLQSQLKLREGEITHIjQI»BIGNLBKT 
RS IMAEELVKLTNQNDEIiEEKVKEI PKLRTQLRDLDQ 
RYNTI LQMYGEKAEEAEELRIjDIjEDVKNMYKTQIDEL 
IiRQSLS 


2133 


A 


1 


2234 


MAASSIRDERTRTYYLPWRAPYTCNKKPSSAAVGRL 
GGWGRAQKWNNSGKCRFWEVS ESLTIjEDVAVE ftwee « 
WQLLGPAQKDLYRDVMLENYSNLVSVGYQAS KPDALF 
KLEQGEPWTVENEIHSQI CPGKYALYRKKHNGYRVKY 
DSEPQASMVWGVSWNI S PIDEGLLYI YKRHKEFTTEV 
DKGCETNIQMKDDKI KKVDNHLQMHSQKQRCLKRVEQ 
CHKHNAFGNI IHQRKSDFPLiRQNHDTFDLHGKILKSN 
LSLVNQNKR YE I KNS VGVNGDGKS FLHAKHEQFHNEM 
NFPEGGNSVNTNSQFIKHQRTQNIDKPHVCTECGKAF 
LKKSRLI YHQRVHTGEKPHGCS I CGKAFSRKSGLTEH 
QRNHTGEKPYECTECDKAFRWKSQLNAHQKIHTGEKS 
YI CSDCGKGFIKKSRLINHQRVHTGEKPHGCSIjCGKA 
FSKRSRLTEHQRTHTGEKPYECTECDKAFRWKSQLNA 
HQKAHTGEKSYICRDCGKGFIQKGNLIVHQRIHTGEK 
PYIC^CGKGFIQKGNLLIHRRTHTGEKPYVCNECGK 
GFSQKTCLI SHQRFHTGKTPFVCTECGKSCSHKSGLI 
NHQRIHTGEKPYTCSDCGKAFRDKSCLNRHRRTHTGE 
RPYGCSDCGKAFSHLSCIiVYHKGMLHAREKCVG/CSQ 
IGKSLLRES * LI TYT * SHTG * RJjC * JabdJoiUJAruLjoo 
DLIN*QCVPSRBQSSHCEPACCQKFSLSR* *NCHGIK 
NHYECR 


2134 


A 


3 


713 


RIiAFPCGRPDYWALARRTIGTGLERKALGLPGSSERP 
To V SS YQGTK-L KL. £>JN i^VAjiviuK ir ±j L ISiSJa X K. v flp ar^L±\j\. 
YIGENLQLLVDRPDGTYCFRLHNDRVYYVSBKIMKLA 
ANISGDKLVSLGTCFGKFTKTHKPRLHVTALDYIiAPY 
AKYKVWIKPGAEQSFLYGNHVIJ<SGliGRITENTSQYQ 
GVVVYSMADIPLGFGVAAKSTQDCRKVDPMAIVVFHQ 
ADIGEYVRHEETLT 


2135 


A 


1 


350 


EGGTGVRSLS FYQHI I TVGTGHGSLLF YDIRAQKFLE 
BRASSSLDSMPGPAGRKLKLACGRGWliNQDDVWVNYF 
GGMGEFPNALYTHCYNWPEMKLFVAGGPLPSGLHGNY 
AGLWS 


2136 


B 


238 


1323 


XES wax, VoiSVK.Vis VuISliNXXiVJJVHMUaO vuxwiuAvjLori 

EAERVKGQAMI ATGGVI TGLAALKRQDSARSQQHVNL 
S PS PATQEKKPIRRRPRADWWRGKIRLYS PSGFFL 
IIiGVLISIIGIAMAVLGYWPQKEHFIDAETTLSTNET 
QVIRNEGGVVVRFFEQHLHSDKMKMIiGPFTMGIGIFI 
FICANAILHENRDKETKI IHMRDI YSTVIDIHTLRIK 
EQRQMNGMYTGLMGETEVKQNGS S CASRLAANT I AS F 
SGFRSSFRMDSSVEEDELMI1MESKSSGHLMPPI1LSDS 
SVSVFGLYPPPSKTTDDKXSGSKKCETKSIVSSSISA 
FTL P VI KLNN CVI DE P S I DN I TED ADNLKX 


2137 


A 


41 


1285 


VGEMTLIWRHLLRPLCXVTSAPRILEMHPFIiSLGTSR 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 
peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide de!etion,=possible nucleotide 
insertion) 










TSVTKLSLHTKPRMPPCDFMPERYQVIFLVNSGSBAN 
kt . amt .map A W <3NNT DT t s frgayhgc s p ytlgltnvg 
IYKMKLPGGTGCQPTMCPDVFRGPWGGSHCRDSPVQT 
IRKCSCAPDCCQAKDQYI EQFKDTLSTSVAKS I AGFF 
AEPIQGVNGWQYPKGFLKEAFELVRARGGVCIANEV 
QTGFGRIiGSHFWGFQTHDVLPDIVTMAKGIGNGFPMA 
AVITTPEIAKSLAKCLQHFNTFGGNPMACAIGSAVLE 
VIKEENLQENSQEVGTYMI^I^AKIjRDEFEIVGDVRG 
KGLMIGIEMVQDKISCRPIiPREEVNQIHEDCKHMGLIi 
VGRGSIFSQTFRIAPSMCITKPEVDFAVEVFRSALTQ 
HMERRAK 


2138 


A 


41 


1285 


VGEMTLIWRHLLRPI1CLVTSAPRII1EMHPFLSLGTSR 
TSVTKLS LHTKPRMPPCDFMPERYQVI FLVNSGSEAN 

n T 7>WT 7\"LTCXTMT'nT T A VTTfZf^QPYTT" i(TT iTNVG 

I YKMELPGGTGCQPTMCPDVFRGPWGGSHCRDS PVQT 
IRKCSCAPDCCQAKDQYIEQFKDTLSTSVAKS I AGFF 
AEPIQGVNGWQYPKGFLKEAFELVRARGGVCIANEV 
/*vrv«T?r»D t r* c u'CTijr' WYTW 1 YUT iPDTVTM AKGT GNGF PMA 
AVI TT PE I AKS IiAKCLQHFNTFGGNPMACAI GS AVLE 
VI KEENLQENSQEVGTYMIiLKFAKIiRDEFE I VGDVRG 
KGLMIGIEMVQDKISCRPLPREEVNQIHEDCKHMGIjL 
VGRGS I FSQTFRIAPSMCITKPEVDFAVEVFRSALTQ 
HMERRAK 


2139 


A 


3 


-j c o 

362 


TJfTT P A «; A T VGGTCP ANT T.EF PWHVGI MNHGSHLiCGGS I 
TJNEWWVLSASHCFDQIiNNSKLEIIHGTEDLSTKGIKY 
QKVDKLFLHPKFDDWLIJDNDIALIiLLKSPLNLSVNRI 
PICTSEISD ! 


2140 


A 


1 


663 


EIANLILABNCEAAJaAXHLYRGGRIaliQGHRIPFGVTF 
GGTDVNEDANQAEKNTVMGRVTjEKARFAVAFTESMKE 
MAQAQWVDPVFTREVKAKVKRAAGVRLIGEMPQEDLH 
AVVKNCFAVVNSSVSEGMSAAILEAMDLEVPVIiARNI 
PGNAAVVKHEVTGIiLFSNPQEFVHLAJKRLVSDPALEK 

eivwgreyvrmyhswqverdtymlirklegsted 


2141 


A 


8 


1516 


MSLVLLSLAALCRS AVPREPTVQCGSETGPS PE WMLQ 
HDLiI PGDLRDLRVEPVTTSVATGDYS ilmnvswvlra 
DASIRLIjKATKICVTGKSNFQSYSCVRCNYTEAFQT^ 

trpsggkwtfs yigfpvelntvyfigahni pnanmne 

lV^PQMQVl^T^pnni^HTMKYKXKCVKAGSLWDPNIT 

ackkneetvevnftttplgnrymaliqhstiigfsqv 
fephqkkqtraswi pvtgdsegatvqltpyfptcgs 
ix:irhkgtv^^xpqtgvpfpiidnnkskpggwlpili^ 
sllvatwvlvagiytjmwrherikktsfstttiilppik 
vlwypseicfhhticyfteflqnhcrsevilekwqk 
kkiaemgpvqwiatqkkaadkvvfliisndwsvcxjgt 
cgksegspsensqdlfplafmlfcsdiirsqihlhkyv 
vvyfreiotkddynalsvcpkyhlmkdatafcaellh 
vkqqvsagkrsqachdgccsl* 


2142 


A 


1 


622 


PDPCLNGGSCVDLVGNYTCLCAEPFKGLRCETGDHPV 
PDACLSAPCHNGGTCVDADQGYVCEYPEGFMGLDCRE 
RVPDDCECRNGGRCTjGANTTLCQCPIiGFFGLLCEFEI 
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TABLE 7 



SEQ 

id ; 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










TAMPCNMNTQCPDGGYCMEHGGSYLCQCPLGFFGLLC 
EFEITAMPCNMNTQCPDGGYCMBHGGSYLCVCHTDHN 
ASHSLPSPCDSDPSSCQAWRNB 


2143 


A 


3 


87 


PAMNVNDSVTKQKFDNLYCCRESILDG j 


2144 


A | 


406 


888 


IASQNFDPAWSVATAHKGAEPSRGTAWGPVAKRLQQ 
ELMTLMMPGDKRI SAYPESLI KWTPSMKQLAQCMKI * 
GI SSCWSS SMTTHLYDAPTVKFLTPCYHPNVDTQGNI 
CLDILKEKWSAPYDIRTILLSIQCLLGQLNIDSP^^ 
HATKLWENPIALR 


2145 


A 


46 


1576 

- 


AP YL PD PMKHTIJUjLAPLLGLGLGLALS QLAAGATDC 
KFLGPAEHLTFTPAARARWLAPRVRAPGLLDSLYGTV 
RRFLSWQLNPFPSELVKALLNBLASVKVNEWRYEA 
GYWGAVIAGLYLLLVPTAGLCFCCCRCHRRCGGRW 
TEHKALACERAALMWLLLTTLLLL I GW CAFVTNQR 
THEQMGPSIEAMPETLLSLWGLVSDVPQ/GVGVSIGS 
AIHTQLRSSV\TPCLAAVGSLGQVLQVSVHHI j QTLNA 
TVVELQAGQQDLEPAIREHRDRLLELLQE/ SQVPSVD 
HVLHQLKGVPBANFSSMVQEENSTFNALPALAAMQTS 
SWQELKKAVAQQPEGVRTLAEGFPGLEAASRWAQAL 
QEVEESSRPYLQEVQRYETYRWIVGCVLCSVVLFVVL 
CNLLGLNLGIWGLSARDDPSHPBAKGEAGARFLMAGV 
GLSFLFAAPLIIJiWATFLVGGNVQTLVCQSWENGEL 
FEFADTPGNLPPSMNLSQLLGLRKNI SIHQAY 


2146 


A 


3 


717 


DLKDTIGSVTKTPSGLYIIHPEGSSYPFEVMCDMDYR 
GGGWTVTQKRIDGI IDFQRLWCDYLDGFGDLLGEFWL 
GLKKI FYI WQKNTSFMLYVALESEDDTLAYAS YDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLWGQSVKSCSHLHNKTGWWFN 
ECGLANLNGI HHFSGKLLATGIQWGTWTKNNS PVKI K 
SVSMKIRRMYNPYFK 


2147 


A 


3 


717 


DLKDTIGSVTKTPSGLYI I HPEGSS YPFEVMCDMDYR 
GGGWTVIQKRIDGI IDFQRLWOTYLDGFGDLLGBFWL 
GLKKI FYITOQKNTSFMLYVALESEDDTIiAYAS YDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLVNGQSVKJSCSHIiHNKTGW 
ECGLANLNG I HHF SGKLLATGI QWGTWTKNN S PVKIK 
SVSMKIRRMYNPYFK 


2148 


A 


3 


717 


DLKDTIGSVTKTPSGLYI IHPEGSSYPFEVMCDMDYR 
GGGWTVIQKRIDGI IDFQRLWCDYLDGFGDLLGEFWL 
GLKKI FYI VNQKNTS FMLYVALE SEDDTLAYAS YDNF 
WLEDETRF F KMHLGRY S GNAGDAFRGLKKEDNQNAM P 
FSTSDVDNDGCRPACLWGQSVKSCSHLHNKTGWWFN 
ECGLANLNGIHHFSGKLLATGIQWGTVTTKNNSPVKIK 
SVSMKIRRMYNPYFK 


2149 


A 


1397 


1565 


DRLBSLLEMHI PGVYPNQWNTNFYLFI YFEAESHSVA 
QTGLQ* RHLGSLQLPPPQV 


2150 


A 


836 


633 


MSRNLRTALIFGGFISLIGAAFYPIYFRPLMRLEEYK 
KEQAINRAGIVQEDVQPPGLKVWSDPFGRK* 


2151 


A 


294 


1568 


MSLTIWTVCGVLSLFGALSYAELGTTIKKSGGHYTYI 
LEVFGPLPAFVRVWVELLI IRPAATAVI SLAFGRYIL 



WO 2004/080148 



PCT7US2003/030720 



628 
TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletiony=possible nucleotide 
insertion) 










EPFFIQCEI PELAI KLI TAVGITVVMVIiNSMSVSWSA 
RIQI FLTFCKLTAILI 1 1 VPGVMQLI KGQTQNFKDAF 
SGRDS S I TRLPLAFYYGMYAYAGWF YLNFVTEEVENP 
EKTI PLAICI SMAI VTIGYVLTNVAYFTTINAEELLL 
SNAVAVTFSERLLGNFSIiAVPI FVALSCFGSMNGGVF 
AVSRLFYVASREGHLPEILSMIHVRKHTPLPAVIVLH 
PLTMIMLFSGDLDSLLNFLSFARWLFIGLAVAGLIYL 
RYKCPDMHRPFKVPLFI PALFSFTCLFMVALSLYSDP 
FSTGIGFVI TLTGVPAYYLFI I WDKKPRWFRIMSEKI 
TRTLOIILEWPEEDKL* 


2152 


A 


217 


378 


KNIiFYSLSLICSSYPSILDHIVHIIELIGRIPRRFSL 
SGKYSQDFFSHRGSIVM 


2153 


A 


2046 


4541 


MTIjAIiAYIjIJVLPQVIiDA1^CFEKQSPSALSIX}IjAA^ 

YSLQIYARLAPCFRDKCHPLYRADPKELIKMVTRHVT 

RHEHEAWPEDLI SLTKQIiHCYNERLLDFTQAQI LQGL 

RKGVDVQRFTADDQYKRETILGLAETLEESVYS I ai s 

LAQRYSVSRWEVFMTHLE FLFTDSGLSTIiE I ENRAQD 

LHLFETLKTDPEAFHQHMVKYIYPTIGGFDHERLQYY 

FITiUSNCGCADIjGNCAIKPETHIRI^ 

YKKLTDENMS PLEAIiE PVLS S QNI LS I S KLVPKI PEK 

DGQMLSPSSLYTIWLQKLFWTGDPHLIKQVPGSSPEW 

liHAYDVCMKYFDRIiHPGDLITWDAVTFS PKAVTKLS 

VEARKEMTRKAIKTVKHFIEKPRKRNSEDEAQEAKDS 

KVTYADTIiNHLEKSLAHLETLSHSFILSLKNSEQETL 

QKYSHLYDLSRSEKEKIiHDEAVAICLDGQPLAMIQQL 

LEVAVGPLDISPKDIVQSAIMKIISALSGGSADIiGGP 

RDPLKVLEGVVAAVHASVDKGEELVSPEDLIiEWIiRPF 

CADDAWPTOPRIHVLQILGQSFHLTEEDSKLLVFFRT 

BAILKASWPQRQVDIADIENEENRYCLFMELLBSSHH 

KAE FQHLVLLLQAWPPMKSEYVI TNNPWVRLATVMLT 

RCmENKEGLGNEVLKMCRSLYNTKQMLPAEG 

LliLLNQSLIiliPSIiKIil^ 

VMI?i^rr^BTJ.qTJ,T,nRia,T>VKOTSTPFYPRIVDHI^ 
ASLQQGRWDAEELGRHLREAGHEAEAGSIiLLAVRGTH 
OAFRTFSTALRAAQHWV* 


2154 


A 


2046 


4541 


MTLALAYLLALPQVIiDANRCFEKQSPSALSLQIjAAYY 
YSLQIYARLAPCFRDKCHPLYRADPKELIKKVTRHVT 
RHEHKAWPEDLISLTKQLHCYNERLLDFTQAQILQGL 
RKGVDVQRFTADDQYKRETI LGIiAETLEE SVYS IAI S 
LAQRYSVSRWEVFMTHLEFLFTDSGLSTLEIENRAQD 
t ut pptt ifT^oi?ai7iinTiM\rirvTVDTTr!riT7nwRPT/^YY 

XiHLir ri-*- -LtJvJ.iJr'iSAi? ri^tifi v i\.x i X t? i xvjVji: unrirv-L^x x 

FTIiLENCGCADLGNCAI KPETHIRLLKKFKVVASGLN 
YKKLTDENMSPLEALEPVLSSQNILSISKLVPKIPEK 
IX^ND^PSSLYTIWLQKLFWTGDPHLIKQVPGSSPEW 
LHA YDVCMKYFDRLHPGDLI TWDAVTFS PKAVTKLS 
VEARKEMTRKAI KTVKHFI EKPRKRNSEDEAQEAKDS 
KVTYAimiNHLBKSLAHl^TLSHSFILSLKNSEQETL 
QKYSHLTOLSRSEKEKLHDEAVAICLIX^PIiAMIQQL 
LEVAVGPLDI S PKDIVQS AIMKI I S ALSGGS ADLGGP 
RDPLKVLEGWAAVHASVDKGEELVSPEDLLEWLRPF 



WO 2004/080148 



PCT/US2003/030720 



629 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










CADDAWPVRPRIHVLQILGQSFHLTEEDSKLLVFFRT 
KAILKASWPQRQVDIADIENEENRYCLFMELLESSHH 

nunT^Atrr ttt t T J^3VCTDDMTf QTTVVTTNMPWVRXATVMIjT 
KAKkQH* eVJ.m " ^AWirlriyLlVoia ivi ±vtvttrrt vxvunx vi*axjj> 

RCTMENKEGLGNEVLKMCRSLYNTKQMLPAEGVKELC 
LLLLNQSLLLPSLKLLLESRDKHLHEMALEQITAVTT 
VNDSNCDQELIiSLIiLDAKLLVKC^STPFYPRIVDHLL 
ASLQQGRWDAEELGRHLREAGHEAEAGSLLLAVRGTH 
QAFRTFSTALRAAQHWV- 


2155 


A 


2 


362 


QELERSMAQRCVCVLALVAMLLLVF PTVSRSMGPRS G 
EHQRASRI PSQFSKEERVAMKEALKVFPTWSTSFI Q 
HEWEEYSHLFTIQGSDPSLQPYLLMAHFDWPAPEE 

GWEVPPFSG 


2156 


A 


940 


2040 


MALRFLLGFIjLAGVDLGVYIiMRLE L CD PTUR-L«R V AJjA 
GELVGVGGHFLFLGLALVSKDWRFLQRMITAPCILFL 
FYGWPGLFLESARWLI VKRQI ERAQSVLRIIiAERNRP 

s-n-iniL ^\T3 a. T i^TYT TTKTT>f*lT m n T37V TO CT?C C21 QT .T.MVT? 

HGQMT jCZKR AQEALQDIjENTU PLiFAl oor of AojjJ-uM ik 

NIWKNLLILGFTNFIAHAIRHCYQPVGGGGSPSDFYL 

CSLLASCTAALACVFLGVTVDRFGRRGIIil^ 

IASLVLLGLWDYLNEAAITTFSVI1GLFSSQAAAII1ST 

LLAAEVI PTTVRGRGIiGLIMALGALGGLSGPAQRIiHM 

GHGAFMHVVLAACALLCILSIMLLPETKRKIjLPE^ 

RDGELCRRPSIjLRQPPPTRCDHVPLIiATPNPAXj* 


2157 


A 


317 


3 


MYAIiliGVFCLAILVFIilNCATFALKYRHKQVPLEGQA 
SMTHSHDWVWLGNEAELLESMGDAPPPQDEHTTIIDR 
GPGACEESNHIiLIiNGGSHKHVQSQIHRSADS 


2158 


A 


3 


1048 


IiLlRARS PQG S ERAGVGGA YMLi b ivva W W Ar><jK±i^crnK±c r 
RGWGAAGRRQSVPGGPAAP/ PCTIiYSVGADGRGQGHQ 
SRGCRPPGPPSASSAPCIiAWGAAGRARREG/RSGRCR 
TEFSPGCTRR*ALT\CGAGPCRR*SR*RGTRRCLRPW 
ASPGTGAACGRCCCPPP* PHLFWLPPSLRLPAEMIiIiA 
GSRPTPACRSSPGGSVHTTTGSPASRRGSRCRGRSRP 
SPRPRPSVLSCHGVSL*TGRGRRRGCPRARGRRA/GV 
APPSOUCSARXCGGRPALRRAGPPSCALGPGAPPPHI 
WAPBTAEPAPAVPCPERPGCPAPAAAPRPLS PDPAQL 
PALARLRPS PGFGERAHAQPA 


2159 


A 


190 


2392 


VPGEECHX5ITSMSAESGPGTRLRNLPVMGDGLETSQM 
STTQAQAQPQEANAASTNPPPPETSNPNKPKRQTNQL 
QYl^VVLKTLV^QFAWPFQQPVDAVKIJ!JIiPDYYKI 
I KTPMDMGTI KKRIJSNNYYWNAQECIQDFNTMFTNCY 
IYNKPGDDIVLMAEALEKLFIiQKINELPTEETEIMIV 
QAKGRGRGRKETGTAKPGVSTVPNTTQASTPPQTQTP 
QPNPPPVQATPHPFPAVTPDLIVQTPVMTWPPQPLQ 
TPPPVPPQPQPPPAPAPQPVQSHPPIIAATPQPVKTK 
KGVKRKADTTTPTTIDPIHEPPSLPPEPKTTKLGQRR 
ESSRPVKPPKKDVPDSQQHPAPEKSSKVSEQIiKCCSG 
ILKEMFAKKHAAYAWPFYKPVDVEALGLHDYCDI IKH 
PMDMSTIKSKLEAREYRDAQEFGADVRIiMFSNCYKYN 
PPDHEWAMARKLQDVFEMRF AKMPDE PEE PWAVS S 
PAVPPPTKWAPPSSSDSSSDSSSDSDSSTDDSEEER 
AQRLAELQEQLKAVHEQLAALSQPQQNKPKKKEKDKK 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










EKKKEKHKRKEEVEEbnCKSKAKEPPPKKTKKNNSSNS 
NVSKKEPAPMKSKPPPTYESEEEDKCKPMSYEEKRQL 
SLDINKLPGEKLGRVVHIIQSREPSLKNSNPDEIEID 
FETLKPSTLRELERYVTSCLRKKRKPQ/ Ab£5K.VU V XA 
GSSKMKGFSSSESESSSESSSSDSEDSETGPA 


2160 


A 


108 


440 


MQATSNLLNLLIxLSLFAGI^PSKTHINPKEGWQVYSS 
AQDPDGRGI CTVVAPEQNLCSRDAKSRQLRQLLEKVQ 
NMSQSIEVIJtfIjRTQRDFQYVLK>lETQ 


2161 


A 


18 


467 


REELGKDLFDCTLYVLLKYDDFNAD^ 
QVIQLSLPEDQKLS I TAATVGQSAVLSCAIQGTLRPP 
IIWKRNNIILNNIiDLEDIOTFGDIXSSLYITKVTTTHV 
GNOTCYADGYEQ VYQTHI FQVNVPPVIRVYPEbQAKK 
AG 


2162 


A 


79 


415 


MFYQMIWTOGPAKLPASSTKHDLYLCNSFTGPSNI I W 
NLGSRYIFTVIKHGLGFFIjNTIIiAVLNIAGRNLKCYK 
FC*TGWKLGWSIGFNHLIKHLQTVQQNTIYIRRPSKG 
VAQVRTRGS 


2163 


A 


59 


447 


ITVDRNTETRTSSFSI I SVPASST*GSPSRVTYAKLG 
GEILDYRDLAALPKSKAI YDIDRPDMISYSPYI SHSA 
GDRQSYGES PQLLSPTPTEGDQDDRS YKQCRTS SPSS 
TGLVSLGRYTPTSRAPQH 1 


2164 


A 


3 


493 


DPRVRFTVCGTPTYVAPEIIiSEKGYGIiEVDMWAAGVI 
LYILLCGFPPFRSPERDQDELFNI IQLGHFEFLPPYW 
DNISDAAKDLVSRLLVVDPKKRYTAHQVLQHPWIETA 
G/EDQYSETTEAGVPQQRGSLPEPAQEGCGAGI I VTT 
LGI CPAPSSAQGQRKG 


2165 


A 


3 


493 


DPRVRFTVCGTPTYVAPEI LSEKGYGLE VDMWAAGVT 
LYILLCGFPPFRSPERDQDELFNI IQLGHFEFLPPYW 
DNISDAAKDLVSRLLWDPKKRYTAHQVLQHPWIETA 
G/EDQYSETTEAGVPQQRGSLPBPAQEGCGAGI I VTT 
LGI CPAPSSAQGQRKG 


2166 


A 


1334 


470 


SAAQLSLCSRLQLTLYQYTTCPFCSGVRAFLDFHALP 
YQWEVNPERRAEIKFSSYRKVPILVAQEGESSQQLN 
DSSVI ISALKTYLVSGQPLEEI ITYYPAMKAVNEQGK 
EVTEFGNKYWLMLNEKEAQQVYGGKEAR 
ADDWLVHLI SPNVYRTPTEALASFDYI VREGKFGAVE 
GAVAKYMGAAAMYLISKRLKSRHRLQDNVREDLYEAA 
DKWVAAVGKDRPFMGGQKPNLADLAVYC^i^ 
AFDDIWQHTHIQPWYLRVERAITEASPAH 


2167 


A 


996 


214 


GRIRMQRQSTTGGRGIMEGPRGWLVLCVLAI SLASMV 
TEDLCRAPDGKKGEAGRPGRRGRPGLKGEQGEPGAPG 
IRTGIQGLKGDQGEPGPSGNPGKVGYPGPSGPLGARG 
I PGIKGTKGSPGNIKDQPRPAFSAIRRNPPMGGNWI 
FDTVITNQEEPYQNHSGRFVCTVPGYYYFTFQVLSQW 
EICLSIVSSSRGQVRRSLGFCDTTNKGLFQVVSGGMV 
LQLQQGDQVWVEKDPKKGHI YQGSEADSVFSGFLI FP 
SA 


2168 


A 


3 


420 


LRRFSTDCS SDQQDRLNGTAPSGFNRS * PVPLPHPIL 
EVCPGQ* EPQSAI SLTAFQVQAGASRAS PGPPAPSSS 
KPGRKAKVASPCPDRPAPPPT* PRPAAAPGSESSPRP 



WO 2004/080148 



PCTAJS2003/030720 



631 
TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amitin oniH cpniionpo fY=TTnlrnnwn *=Stnn CfHlOUa 
/VmillO avltl aclJUcllLA; \A. — UlltVllU tTIIj tjixip 

/=possible nucleotide de!etion,=possibIe nucleotide 
insertion) 










PRPRTGRRQQRAHARRAAARTAPWRPSC . 


2169 


A 


2744 


496 


ENEEQDSQNEGSTDEKSS PASSQEGS PSGDQQFS PKS 
NTEKSKGELMFDDSSDSS PEKQERNLNWTPAEVPQLA 
AAKRIUiPQGKEPGLINLO^NVPPVPGNILPPEWGNL 
MAAGQNLQS SERSEMI ATWS PAVRTLRNI TNNADI QQ 
MNRPSNVAHILQTLSAPTKNLEQQVNHSQQGHTNANA 
VLFSQVKVTPETHMLQQQQQAQQQQQQHPVIiHLQPQQ 
IMQLQQQQQQQISQQPYPQQPPHPFSQQQQQQQQPPP 
SPQQHQLFGHDPAVEI PEEGPLLGCVFAIADYPEQMS 
DKQLIiATWKRI IQAHGGTVDP\ PSRVDARTFSVRVKS 
AAR / I AQAIRERKRCVTAHWLNTVLKKKKMVPPHRAL 
HFPVAFPPGGKPCSQHI I SVTGFVDSDRDDLKLMAYL 
AGAKYTGYLCRSNTVLICKEPTGLKYEKAKEWRI pcv 
NAQWLGDILLGNFEALRQIQYSRYTAFSLQDPFAPTQ 
HLVLNIiliDAWRVPLKVSAEia^SIRLPPKLKQNEVAN 
VQP\SSKRARIED\VPPPTKKLTP\ELTPF\VLFTGF 
EPVQVQQYI \ KKLYI LGGEVAE SAQKCTHLIAS KVTR 
TVKFLA\AI SWKHIVTPEWLEECFRCQKFIDEQNYI 
LRDAEAEVLFSFSLEESLKRAHVSPLFKAKYFYITPG 
\ I CPSLSTMKAIVECAGGKVLSK\QPSFRKLMGAQAG 
TSSLFGK* F* LSC\ENDLHFIR\EYFARG\ IDVHNAE 
F\VLTEVLTQTLDYESYKV 


2170 


A 


2744 


496 


ENEEQDSQNEGSTDBKSSPAS SQEGS PSGDQQFS PKS 
NTEKSKGELMFDDSSDSSPEKQERNLNWTPAEVPQLA 
AAKRRLPQGKEPGLINLCANVPPVPGNILPPEVRGNL 
MAAGQNLQSSERSEMIATWSPAVRTLRNITNNADIQQ 
MNRPSNVAHILQmSAPTKNLEQQVNHSQQGHTOANA 
VLFSQVKVTPETHMLQQQQQAQQQQQQHPVLHLQPQQ 
IMQLQQQQQQQISQQPYPQQPPHPFSQQQQQQQQPPP 
SPQQHQLFGHDPAVEIPEEGFLLGCVFAIADYPEQMS 
DKQLLATWKRI I QAHGGTVDP\ PSRVDARTFSVRVKS 
AAR/ IAQAI RERKRCVTAHWLNTVLKKKKMVPPHRAIj 
HFPVAFPPGGKPCSQHI I SVTGFVDSDRDDLKLMAYL 
AGAKYTGYLCRSNTVLI CKE PTlxbKx EKARJS Vi K ± ft v 
NAQWLGDILLGNFEALRQIQYSRYTAFSLQDPFAPTQ 
HLVLNIJ^AWRVPIiKVSAELLMS IRLPPKLKQNEVAN 
VQP\SSKRARIED\VPPPTKKLTP\ELTPF\VLFTGF 
EPVQVQQYI \KKLYILGGEVAESAQKCTHLIAS KVTR 
TVKFLA\AI SWKHIVTPEWLEECFRCQKFIDEQNYI 

\ICPSLSTMKAIVECAGGKVLSK\QPSFRKLMGAQAG 
TSSLFGK* F*LSC\ENDLHFIR\EYFARG\ IDVHNAE 
F\VLTEVLTQTLDYESYKV 


2171 


A 


3 


581 


GRRLRSEPRPARPPIARAWPPAPGADGRARRTRVPAP 
CLPRAPCYGVRPRAWRPRPARLRGGLVRWLLSGGPQP 
RRPRATERPS AGTGAAPRRTE PRGRCRGCGRGRG* GP 
RAWGLALCSPHSCSGAAWGPTTGSQRSWPAVARSWQG 
DSSRCPALRTTTVTAGSKAALPESAAEVS PMSS SPGR 
KRSGFAA 


2172 


A 


70 


993 


SEQKIQEQGYVWITVFSALPTTVSALHPRVLKPLSSL 
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SEQ 
ID 


Method 
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nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=5top codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










IHLQANSNPWECNCKLIiGLRDWLASSAITIiNIYWQNP 
PSMRGRALRYINI TNCVTS S INVSRAWAVVKS PH I HH 
KTTALMMAVfHKVTTNGSPLENTETENITFWBRI PTSP 
AGRFFQENAPGNPLETTAVLPVQIQLTTSVTLNLEKN 
SALPNDAASMSGKTSLICTQEVEKIjNKAFDIIiLAFFI 
t amrr TTT?T.Tvm7\7nT?KTl'KT.'K' AQT7M c ?R'RNnRTtRYYSFY 

1 iAl - V 1 i-l .Li? -Li J- X JVV Vy/Jr jVwI\-Ll.iVrVO CiVi O rvxaJLTi xyxjci J. iiJt 

QSARYNVTASICNTSPNSLESPGLEQIRLHKQIVPEN 
EAQVILFEHSAL 


2173 


A 


2 


722 


AVRLNI S YPPQNLTMTVFQGDGTASTTIiRNGSALSVL 
EGQSLHLVCAVDSNPPARLSWTWGSLTLSPSQSSNLG 
VLELPRVHVKDEGEFTCRAQNPLGSQHISLSLSLQNE 
YTGKMRPI SGVMLGAFGGAGATALVFLSFCI I FVWR 
SCRK3CS ARPAVGVGiyTQ^EDANAVRGSASQGPLIE S P 
ADDSPPHHAPPALAl FoiriSiSlvlSlU xAolibrxilsAKt'yi 
PQEQEAIGYEYSE INI PK 


2174 


A 


2043 


1232 


SHIQHHGRGAQAPVKMVSWMI SRAWLVFGMLY PAYY 
SYKAVKTKNVKEYWWMMYWIWALYTV^ 
ATOPLYYELKXAFVIWl^PYTKGASLIYRKFLHPIi 
SSKERE IDDYIVQAKERGYETMVOTGRQGLNIAATAA 
OTAAVKSQGAITERLRSFSMHDLTTIQGDEPVGQRPY 
QPLPEAKKKSKPAPSESAGYGI PLKDGDEKTDEEAEG 

nvnmTnMT T*urrr~* ttd tj Of'iCM"H'C\7Vl™l , l£Y" ,, DV WV7 WVZSQTiK" 
P Y SDNEML I HKlalrKKoyorlAo V AS. J. 1 JWjrCAlS VJtCXooijrs. 

YKVKKRPQVYF 


2175 


A 


1 


790 


RGYNPNVNAGI INSFATAAFRFGHTLINPILYRIiNAT 
LGEISEGHLPFHKALFSPSRI IKEGGIDPVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGI PPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 

PNVDPAKC 


2176 


A 


1 


790 


RGYNPNVNAG I INS FATAAFRFGHTLINPI LYRLNAT 
I^EISEGHLPFHKALFSPSRI IKEGGIDPVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATI IQR 
GRDHGI PPYVDFRVFCNIiTSVKNFEDLQNEI KDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 

PNVDPAKC 


2177 


A 


1 


790 


RGYNPNVNAGI INSFATAAFRFGHTLINPILYRIiNAT 
LGEISEGHLPFHKALFSPSRI IKEGGIDPVLRGLFGV 
AAKWRAPS YLLSPELTQRLFSAAYSAAVDSAATI IQR 
GRDHGI PPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML/STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDS IQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2178 


A 


501 


187 


AGVKWYEHGLWQPPPPGLKRSSHLSLPSS * DHRHEYP 
CPANF* KI FF\VETRSHYVAQTSLEFLDSSNPPTSAS 
QNAGI \ * Q4SHCAQPMQTFSLVKI GTNFLI F 
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n> 
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beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *==Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2179 


A 


4312 


2359 


AEKKMLPVDGEERKSEGSDTEGDRTSPCAVSSLIVSN 
RYPRGGPYI I \ATLKDLEVGGSGRRCSDPAGQPSNIiL 
PQRGLGAPLPAETAHTQPS PNDRSLYIiS PKS S SASSS 
LHARQS PCQBQAAVLNSRSI KI SRLNDTI KSIiKQQKK 
QVBHQI^EEKKANNEKQKAEREIiEGQIQRLNIEKKKIi 
NTDLYHMKHSLRYFEEESKDLAGRLQRSSQRIGELEW 
SLCAVAATQKKKPDGFSSRSKALLKRQLEQSIREQIL 
LKGHVTQLKESLKEVQLERDQYAEQI KGERAQWQQRM 

%-i r/"l m r~K r\ f'rt Y^-it l l~r VT3TJ WUT\TltIT5T TOUT TjnOT CDT VKWMUf A 12 

RKMSQEVCTiiKEEJcUsiiUTHRVE 

PLPPDAPAVSSEVELQDLRKELERVAGELQAQVENNQ 
CI SLIjNRGQK\ERLREQEERIjQEQQERLREREKRLQQ 
IiAEPQSDLEEIiKHENKSALQLEQQVKELQEKLGQVME 
TLTSAEKEPEAAVPASGTGGESSGLMDLLEEKADLRE 
HVEKLELGFIQYRRERCHQNVHRKLTEPGDSAKDASP 
GGGHHQAGPGQGGBBGEAAGAAGDGVAACGSYSEGHG 
KFIiAAAQNPAAEPSPGAPAPQELGAADKHGDLCEASL 
TNSVEPAQGEAREGSSQDNPTA\QPIVQIiLGEMQDHQ 
EHPGLGSNCCVPCFCWAWLPRRRR 


2180 


A 


2 


1273 


GGALQCGDPLARS PAVPAPRVPAQPP PGLGRRASRKE 
AATLAMASPPACPSEEDESLKGCELYVQLHGIQQVLK 
DCIVHLCISKPERPMKFTtRKnFEKXifal^J^KyiJ-tAKy 
KSNSQSDSHDEEVS PTPPNPWKARRRRGGVSAE VYT 
EEDAVSYVRKVI PKDYKTMTALAKAI S KNVLFAHLDD 
NERSDI F DAMF PVTHIAljis 1 V ±yyviWiitalJWr x v VJjyvj 
EVDVYVNGEWVTNI SEGGSFGELALI YGTPRAATVKA 
KTDLKLWGIDRDSYRRILMGSTLRKRKMYEEFLSKVS 
IliESLEKWERLTVABALEPVQFEDGEKIVVQGEPGDD 
FYI ITEGTASVLQRRS PNEEYVEVGRLGPSDYFGEIA 
LLLNRPRAATVVARGPLKC^ajDRPRFBRVIiGPCSEI 
LKRNIQRYNSFISLTV 


2181 


A 


1 


303 


PTRPLERGPSGLGMGLIDC»1HTHLGAPGLYIQTIjLPG 
S PAAADGRLSLGDRI LEVNGS SLLGLGYIjRAVDLIRH 
GGKKMRFLVAKSDVETAKKIHFRTPPL 


2182 


A 


2227 


332 


MGKYTVRVATGDLIjLAGSPNLVQIjWLVGEHGEADIjGK 
QLPPVWGKEABFE IDVPLHLGRLIjMVKIjRKHNVIiLSL 
DWFCKWI SVQGPGTQGAAFFPCYRWVQGHGI ICLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDIJUIKGTLDFINCVKRLEDFKKIFPHGK 
TVIiAERVYDSWKNDAFFGYQFIiNGANPMLIiRCS SRLP 
ACLVLPPCMBDLKTQLEKELQAGSLFEVDFSMiDGVK 
PNVI I FKQQCVAAPLVVLKLQPDGGLLPMVIQIiQPP* 
HGCPPPLLFIjPSHPPMAWIiAKTWVRSSDFQIiQQIiQS 
HLLRGHLIAEVIAVATMRSLPSIjHPI YKLLI PHFRYT 
MAINTLAQSSLVSEWGI FDLWSTGSGSHVDI LQRAM 
ACLTYHSLCPPDDIiADRGLLDVKSSFYG* DAIRLWGI 
I SRE * \ YVEGMVGLF YNSDQAMKDDLEIiQAWCREMTE 
TGLQRAQDQGFLISLESRAQLCHFVTMCIFTCTGQHA 
SNHIiGQLDWYSWI PNGPCTMQKPPPI S KDVTEKDI VD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEEIiASMDKEIEVRNAVLNLPCEYIi" PSMVE 
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Aminn <k<*ir1 cA/iiiPiiop Of=fTnknnwn * == Stfln COdOIL 
/vynimi tutu acij ucuvc v**- \j uiviiu tt 11 j lj*a/j# wvr ***'"9 

/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










\NSVTI 


2183 


A 


2227 


332 


MGKYTVRVATGDIiLIiAGSPNLVQLWLVGEHGEADIiGK 
QLPPVWGKEAEPBIDVPLHLGIUJ^MVKLRKH^ 
DWFCKWI SVQGPGTQGAAFFPCYRWVQGHGI I CLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDLAI KGTLDF INCVKRLEDFKKI F PHGK 
TVLAERVYDS WKNDAF FGYQ FLNGANPMLLRCS SRLP 
ACLVLPPGMEDLKTQI^KELQAGSLFEVDFSLLDGVK 
PNVIIFKQQOTAAPLVVLKLQPDGGIJjPMVIQLQPP* 
HGCPPPLLFLPSHPPMAWLLAKTWVRS SDFQLQQLQS 
HLLRGHLIAEVI AVATMRSLPSLHPI YKLLI PHFRYT 
MAINTLAQS SLVSEWGI FDLWSTGSGSHVDI LQRAM 
ACLTYHSLCPPDDLADRGLLDVKSSFYG* DAIRLWGI 
I SRE * \ YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLESRAQLCHFVTMCI FTCTGQHA 
SNHLGQLDWYSWI PNGPCTMQKPPPISKDVTEKDIVD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEELASMDKEIEVRNAVLNLPCEYL* PSMVE 
\NSVTI 


2184 


A 


2227 


332 


MGKYTVRVATGDLLLAGSFNLVQLWLVGEHGEADLGK 
QLPPWGKEAEFEIDVPLHLGRLLMVKLRKHNVLLSL 
DWFCKWISVQGPGTQGAAFFPCYRWVQGHGIICLPEG 
T/RWGSWKDGLILPIAGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDLAIKGTLDFINCVKRLEDFKKI FPHGK 
TVIiAERVYDSWKNDAFFGYQFLNGANPMLLRCSSRLP 
ACLVLPPCa^EDLKTQLEKEIiQAGSLFEVDFSLLDGVK 
PNVIIFKQQCVAAPLVVLKLQPDGGLLPMVIQLQPP* ! 
HGCPPPLLFLPSHPPMAWLLAKTWVRSSDFQLQQIj^^ 
HLLRGHLIAEVIAVATMRSLPSLHPIYKLLI PHFRYT 
MAINTLAQSSLVSEWGI FDLWSTGSGSHVDI LQRAM 
ACLTYHSLCP PDDLADRGLLDVKS S F YG * DAI RLWGI 
ISRE* \YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLESRAQLCHFVTMCI FTCTGQHA 
SNHLGQIiDOTSWI PNGPCTMQKPPPISKDVTEKDIVD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQBELASMDKE I EVRNAVLNLPCEYL* PSMVE 
\NSVTI 


2185 


B 


1 


1110 


MGLLI CLGALDARPERAPS ACGK V WKoKKl^Kiii tr\jLitrl 
VLAGQREFWVGVGSAALHSERPAGPTTPGSKGLSTQV 
SSCGGRTGS PSSASPLALRS I SRWGLS HLPHGAGLRT 
CSPAMPKPPHSAVGSCATRASLISTAPRSRAPGPIDH 
PRABTCQRTVQBLAGSSTCS PVQDPLGEASWAPBFEG 
SGPKRRANGRGAYGLRDTGVHS SGVAARSPAAABRWV 
QGFPKQNVHFVNDNTICYPCGNYVIFINIETKKKTVL 
QCSNGIVGVMATNIPCEWAFSDRKLKPLIYVYSFPG 
LTRRTKLKADQERDPFLYLFQVAEFLTQGCLQI SAFS 
PTSORYOALLGQMWDLIRGHRFSVEKSVETSSSCSA 


2186 


A 


22 


960 


ARPGPDMAALYACTKCHQRFPFEALSQGQQLCKBCRI 
AHPWKCTYCRTEYQQESKTNTI CKKCAQNVQLYGTP 
KPCQYCNI I AAFIGNKCQRCTNSEKKYGPPYSCEQCK 
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Amino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletion,=possible nucleotide 
insertion) 










QQCAFDRKDDRKICTOGKIiLCWLCTLSYKRVIjQKTKEQ 
RKHLSSSSRAGHQEKEQYSRLSGGGHYNSQKTLSTSS 
IQNEIPKKKSKPESITTNGDSFSPDLALDSPGTDHFV 
IIAQLKEEVATLKKMLHQKIX3MIIiEKEKKITELKADF 
QYQESQMRAKMNQMEKTHKEWEQLQAKNRELLKQAA 
ALSKSKKSEKSGAITSP 


2187 


A 




ft 1 0 


RSGRTWTGIGYSKALQS SNRNTKSLLQNBFMMVYS F 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2188 


A 




ft 1 9 


RSGRTVVTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2189 


A 


612 


812 


RSGRTVVTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2190 


A 


612 


812 


RSGRTVVTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 


2191 


A 


612 


812 


RSGRTVVTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2192 


A 


936 


745 


RRNSPGLCFLLPSLFHLRLLWRLLLWHQVFFDVAIFV 
IGGI CSVSGFVHSLEGLI EAYRTNAED 


2193 


A 


122 


643 


MPSGCRCLHLVCLLCILGAPGQPVRADDCS SHCDLAH 
GCCAPDGSCRCDPGWEGLHCERCVRMPGCQHGTCHQP 
WQCICHSGWAGKFCDKDEHI CTTQSPCQNGGQCMYDG 
GGEYHCVCLPGFHGRDCERKAGPCEQAGSPCRNGGQC 
ODDOGFALNFTCRCLVGFVGARCDV* 


2194 


A 


1 


1406 


NWSRAPPAPVEDLSKVSYEELLQWSKEELIRSLRRA 
EAEKVSAMLDHSNLIREVNRRLQLHLGEIRGLKDINQ 
KLQEDNQELRDLCCFLDDDRQKGKRVSREWQRLGRYT 

m njrTTvm tt\ t vt AVT.VTiT .TTTVOW W\A7"KT«rN"MT?T 1 / K"RT if 
AC? VMlxixiS Vnh X H >IM i| V ivynn V V IX.r'iiX VLCt U f x\ Pi 1 1\— 

YLLDEEKGAG\SQAAAAPSTARPACANSQP/ PTAPYV 
RDVGDGSSTSSTGSTDSPDHHKHHASSGS PEHLQKPR 
SEGSPEHSKHRSASPEHPQKPRACGTPDRPKALKGPS 
PEHHKPLCKGS PEQQRHPHPGS S PETLPKHVLSGSPE 
HFQKHRSGS S PEHARHSGGS PEHLQKHALGGSLEHLP 
RARGTSPEHLKQHYGGSPDHKHGGGSGGSGGSGGGSR 
EGTLRRQAQEDGS PHHRNVYSGMNESTLS YVRQLEAR 
VRQLEEENRMLPQASQNTGRPPTKNSSHMEKGWGSRA 
RRVLHWWQGCRGI GRCLATLTGSFRWS S 


2195 


A 


1461 


197 


GVTHLFLFGKRKLRNGIAEDLKGQADFFFLLVSEAW 
ATGS PRAWLTCLILPLPGI I FSVLPKAMSRPLLITFT 
rnvTriDCTiT TJTn^rVV^^DTiPT5TTP'R c JTTinRA7VARAFYEAL 
IGDESSAPDSQRSQTEPARERKRKKRRIMKAPAAEAV 
AEGASGRHGQGRSLEAEDKMTHRILRAAQEGDLPELR 
RLLE PHEAGGAGGNINARDAFWWTPLMCAARAGQGAA 
VSYLLGRGAAWVGVCELSGRDAAQLAEEAGFPEVl^RM 
VRESHGETRSPENRSPTPSLQYCENCDTHFQDSNHRT 
STAHLLSLSQGPQPPNLPLGVPISSPGFKLLLRGGWE 
PGMGLGPRGBGRANPI PTVLKRDQEGLGYRSAPQPRV 
THF PAWDTRAVAGRE \ T PPRVATLS WREERRRE E \ KD 
RAWERDLRTYMNLEF 


2196 


A 


10 


768 


SFAGAAARPSTPPASGRGAAPGRPGPSPMDLRAGDSW 
Q4IACLCTVLWHLPAVPAL1^TGDPGPGPSI 
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acid residue 
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peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TRYLKHQLRSIAGTYIiNYLGPPFNEPDFNPPRLGAET 
LPRATVDLEVWRSLNDKIiRLTQNYEAYSHLIiCYLRGIj 
NRQAATAELRRSLAHFCTSLQGLLGS IAGVMAALGYP 
LPQPLPCTEPTWTPGPAHSDFLQKMDDFWLLKEIiQTW 
LWRSAKDFNRLKXKMQPPAAAVTLHLGAHGF 


2197 


A 


1 


1054 


P PIARLQS FGTSRRHMAAPSGVHJjIi VKKObHKX r o b f 
LNHIYLHKQS SSQQRRNFFFRRQRDI SHS I VLPAAVS 
SAHPVPKHI KKPDYVTTGI VPDWGDS IEVKNEDQIQG 
LHQACQIARHVLLIAGKSLKVDMTTEEIDALVHREI I 
SHNAYPSPLGYGGFPKSVCTSVNNVLCHGI PDSRPLQ 
DGDI INIDVTVYYNGYHGDTSKTFLVGNVDKCGKKLV 
EVARRCRDEAIAACRAGAPFSVIGNTISHITHQNGFQ 
VCPHFVGHGIGSYFHGHPEIWHHANDSDLPMEEC34AF 
TIEPI ITEGSPEFKVIiEDAWTVVSLD/TSKVSAQFEH 
TVLITSRGAQILTKLPHEA 


2198 


A 


2319 


957 


S PGTPAAGRTSRTVQTPF* SRTPLALMIGSENWPGLQ 
/ FPAKWAP* ANHLTFAGLTPNHSGTK\WAGI SGTRLS 
LPGAGAAAPBVPRRCRRHCPECLQPAGNAAPEQSGGC 
RLAFL* ARSTS SRARGLLGSEVRRPGVAGSQRAKLLT 
P*LPFLLGVSSPSPKSGSRTAAMHQPRLSSPIQRRRK 
CSGEREASHYEPALS KAVRSVGGS PKSASGDAGRARS 
\ SRAPNSESSNMAARIiAI EREEKAGD* QAARRRRGPP 
PPFTSGI * SRLPEAGTMSA*QPTLEFGG/SLP* SKGN 
SSHSKELEASPSWGRQPGAV\ SGNCGMCPWGPEKTE 
GRCSRPVTTAWCSLCSSCCCPMTSLSIPSQNCSKRLL 
SSSLCSSSSRIIjQSSSTSSSFSSCSSTPSSSRLAWST 
SYSISSKGPSS *QLCTLPSASPFMSGS*TYAGKTPTA 
SYGQMDFKCCLYSRD 


2199 


A 


1 


3349 


MDQPEAPCSSTGPRLAVARELIiIiAALEELSQEQLKRF 
RHKLRDVGPDGRSI PWGRLERADAVDLAEQLAQFYGP 
EPALEVARKTIiKRADARDVAAQLQERRLQRLGLGSGT 
LLSVSEYKKKYREHVLQLHARVKERNARSVKITKRFT 
KLLIAPESAAPEEAIiGPAEEPEPGRARRSDTHTFNRL 
FRRDEEGRRPLTVVLQGPAGIGKTMAAKKILYDWAAG 
KLYQGQVDFAFFMPCGELLERPGTRSLADLILDQCPD 
RGAPVPQMLAQPQRLLFI3JX3ADELPALGGPEAAPCT 
DPFEAASGARVLGGLLSKAIjLPTAIiIiLVTTRAAAPGR 
LQGRLCSPQCAEVRGFSDKDKKKYFYKFFRDERRAER 
AYRFVKENETLFAIiCFVPFVCWIVCTVLRQQIiELGRD 
LSRTSKTXTSVYLLFITS^SSAPVADGPRIjQGDLRN 
LCRLAREGVLGRRAQF AE KELEQLEIiRGS KVQTLFIiS 
KKELPGVLETEVTYQFIDQSFQEFIiAALSYIiLEDGGV 
PRTAAGGVGTLLRGDAQPHSHLVLTTRFLFGLLSAER 
MRDIERHFGCMVSERVKQEAIiRWVQGQGQGCPGYAPE 
VTEGAKGLEDTEEPEEEEEGEEPNYPIiELLYCLYETQ 
EDAFVRQALCRFPELALQRVRFCRMDVAVLSYCVRCC 
PAGQALRLI SCRLVAAQEKKKKSLGKRLQAR\ LGGGS 
WLGTQIiAPEVPFRPPCCDICPTPPPDPRLLQGKAFAR 
VPLNIAPIQPLPRGLASVERMNVTVLAGAGPGDPKTH 
AMTDPLCHLSSLTLSHCKLPDAVCRDIiSEALRAAPAL 
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/^possible nucleotide deletion,=possibIe nucleotide 
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TELGLLHNRLSBAGLRMLSEGIiAWPQCRVQTVRVQLP 
DPQRGLQYLVGMLRQSPAIiTTIJ^IiSGCQLPAPMVTYL 
CAVLQHQGCGLQTLSLSLPSDPTPSSFSGRCREPGRR 
JjGLESRWPRSAPBPSGRQRGEDPGGGGRGRGRRKisAK 
EGTPGPRAPPTAAPGRSSGSRLBIiCSLRALRAGNARP 
PDATHAAAASGDRGEPGPRPRVHVPPPGPAQRPPPPP 
RDRPRLPATARALGAGTADLPGGAAAGRLIjLPPGPGV 
EQRDTGSHAGARRPGGtAAAAQ AQQlirl WjKKKlji'lirt V C 
CPLSAQ 


2200 


A 


877 


446 


GIRCRFGTSEIRAHATAKATVAAFTASEGHAHPRWE 
LPKTDEGLGPNIMGGKEQNSPIYISRVIPGGVADRHG 
GLKRGTOIiLSVNGVSVEGEQHEKAVELLKAAQGSVKL 
WRYTPRVLEEMEARFEKMRSARRRQQHQSYS 


2201 


A 


48 


474 


S CLARPFRAQVSS SGFRAQNF PGVGSWAVAVGAGMAQ 
]^GYCFSAALSCTFLVSCIiLFSAFSRALREP\YMDEI 
FHLPQAQRYCEGHFSLSQWDPMITTLPGLYLVSVGW 
KPAIWIFGWSEHWCSIGMLRFVNLLFSVGNF 


2202 


A 


3140 


1502 


frrlhsvprgsalcamdgivpdiavgtkrgsdelfst 
cvtngpfimssnsasaangndskkfkgdsrsagvpsr 
vihirklpidwegevislglpfgkv™llmlkgknq 

AFIEMNTEEAANTMVNYYTSVTPVIjRGQPIYIQFSNH 
KELKTDSSPNQARAQAALQAWSVQSGNIiALAASAAA 

VDAGMAMAGQ s pvlri I venlfypvtldvlhqi FSKF 

GTVLKI ITFTKNNQFQALLQYADPVSAQHAKLSLDGQ 
NIYNACCTIiRIDFSKLTSLNVKYNNDKSRDYTRPDLP 
SGDSQPSLDQTMAAAFGLSVPNVHGALAPLAI PS AAA 
AAAAAGRIAI PGLAGAGNSVLLVSNIiNPERVTPQSLF 
I LFGVYGDVQRVKI LFNKKENALVQMADGNQAQLAMS 
HLNGHKLHGKPIRITLSKHQNVQLPREGQEDQGIiTKD 
YGNSPIiHRFKKPGSKNFQNI FPPSATIiHLSNI PPSVS 
EEDLKVLFSSNGGWKGFKFFQKDRKMALIQMGSVEE 
AVQALIDLHNHDLGENHHLRVSFSKSTI 


2203 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSLALPLLLSWVAGGF 
GNAASARHHGLLASARQPGVCHYGTKLACCYGWRRNS 
KGVCEATCEPGCKFGECVGPNKCRCFPGYTGKTCSQD 
VNECQ1KPRPCQHROTNTHGSYKCFCLSGHMLMPDAT 
CWSRTC^INCQYSCEDTEEGPQCLCPSSGLRIiAPN 
GRDCIJDIDECASGKV1CPYNRRCVNTFGSYYCKCHIG 
FELQYISGRYDCIDlNECTMDSHTCSHHANCr^N Ivob 
FKCKCKQGYKGNGLRCS AI PENS VKEVLRAPGTI KDR 
IKKIJ^AHKNSMKKKAIQKNVTPEPTRTPTPKVNLQPF 
NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLNI SVDCS FNHG\ I CDW\ KQDR\ EDDF 

dw\npadr\ dnai \GFY\MAVPGLWQGHK\ kdi grlk 

XJiLPDLQPQSNFOjLFDYRIiAGDKVGKIiRVFVKNSNN 
ALAWEKTTSEDEKWKTGKIQLYQGTDATKSIIFEABR 
GKGKTGEIAVDGVLLVSGLCPDSIiLSVDD 


2204 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSLALPLLLSWVAGGF 
GNAASARHHGLLASARQPGVCHYGTKLACCYGWRRNS 
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638 
TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
add residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X-Unknown, *=$top codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










KGVCEATCEPGCKFGECVGPNKCRCFPGYTGKTCSQD 
VNBCGMKPRPCQHRCVNTHGSYKCFCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQO^PSSGLRLAPN 
GRDCLDIDBCASGKVI C PYNRRCVNTFGS YYCKCHI G 
FELQYISGRYDCIDINBCTMDSHTCSHHANCFNTQGS 
FKCKCKQGYKGNGLRCSAI PENSVKEVLRAPGTI KDR 
IKKLLAHKNSMKKKAKIKNVTPEPTRTPTPKVNLQPF 
NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIIi\VQRKA 
LTSKLEHKADLNI SVDCSFNHG\ ICDW\KQDR\EDDF 
DW\NPADR\DNAI \GFY\MAVPGLWQGHK\ KDIGRLK 
LLLPDLQPQSNFCLLFDYRLAGDKVGKLRVFVKNSNN 
AIAWEKTTSEDEKWKTGKI QLYQGTDATKS 1 1 FEAER 
GKGKTGEIAVDGVLLVSGLCPDSLLSVDD 


2205 


A 


2814 


346 


VKKTKSIFNSAMQEMBVYVENIRRKFGVFNYSPFRTP 
YTPNSQ YQMLLD PTNPS AGTAKI DKQEKVKLNFDMTA 
SPKILMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATS SHFSASEESMDFLDKSTAS PAST 
KTGQAGSLSGS PKPFS PQLSAPITTKTDKTSTTGS IL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLI SPKRQIR 
SRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 
DSEKSDSSDSEYI SDDEQKS * GTSQEDTEDKEGCQMD 
KEPSAVKKKPKPTNPVEIKEELKSTSPASEKADPGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDS E \ NELVT DLGEDHS GREGRKNKKE PKEP 
SPKQDWGKTPPSTTVGSHSPPETPVLTRSSAQTSAA 
GATATTSTS STVTVTAPAPAATGS PVKKQRPLLPKE \ 
TAPAVQRSCGTS STVQQKBITQS PSTSTITLVTSTQS 
SPLVTSSGSMSTLVSSVNGDLPIGTASADVAADIAKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRIEI EKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKB 
AIFYCCWNTSYCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\SNKSSWSSSDEKRGS\TRSDHN/TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2206 


A 


2814 


346 


vkktks i fnsamqkmevyvenirrkfgvfnys pfrtp 
ytpnsq yqmlldptnpsagtaki dkqekvklnfdmta 
spkilmskpvlsggtgrrislsdmprspmstnssvht 

GSDVEQDAEKKATooHlf bAbclboJYLUr ixUlVo XJ%oifl\& 1 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLI SPKRQIR 
SRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 
DSEKSDSSDSEYI SDDEQKS * GTSQEDTEDKEGCQMD 
KEPSAVKKKPKPTNPVEIKEELKSTSPASEKADPGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE\NELVIDIjGEDHSGREGRKNKKEPKEP 
SPKQDWGKTPPSTTVGSHS PPETPVLTRS SAQTSAA 
GATATTSTS STVTVTAPAPAATGS PVKKjQRPLLPKE\ 
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639 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
SPLVTSSGSMSTLVSSVNGDLPIGTASADVAADIAKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRI EI EKLQWLHQQEL\ SEMKHNIiELTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKB 
AI FYCC WNTS YCDYPCQ \ QAHWPEH \MKS CTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSIUjGSNQG 
SDHSR\SNKSSWSSSDBKRGS\TRSDHN/TPSTQHGR 
SLlLPGKESRAGTPFIiGTSK 


2207 


A 


2814 


346 


VKKTKS I FNSAMQEMEVYVENI RRKFGVFNY S PFRTP 
YTPNSQYQMLLDPTNPSAGTAKIDKQEKVKLNFDMTA 
SPKILMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATSSHFSASEESMDFLDKSTASPAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKEIiSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKTIESCKAQLGINBISEDVYTAVEHSDSE 
DSEKSDSSDSEYISDDEQKS *GTSQEDTEDKEGCQMD 
KEPSAVKKKPKPTNPVEIKEELKSTSPASEKADPGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKbKGKDETDSPT 
VHLGIiDSDSE\NELVIDIjGEDHSGREGRKNKKEPKEP 
SPKQDWGKTPPSTTVGSHS PPETPVLTRSSAQTSAA 
GATATTS TS STVTVTAPAPAATGS PVKKQRPKLPKE\ 
TAPAVQRSCGTSSTVQQKEITQSPSTSTI TLVTSTQS 
SPLVTSSGSMSTLVS SVNGDLPIGTASADVAADI AKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQIiAEDSQ 
GLRIEIEKLQWLHQQElA SEMKHNIiELTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 
AI FYCCWNTSYCDYPCQ\QAHWPEH\MKS CTQSATAP 
Q\QEADAE\VNTETIiNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\ SNKSS WS SSDBKRGS \TRSDHN/ TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2208 


A 


2814 


346 


VKKTKS I FNS AMQEMEVYVENIRRKFGVFNYSPFRTP 
YTPNSQYQMLLDPTNPSAGTAKIDKQEKVKLNFDMTA 
SPKILMSKPVLSGGTGRRISLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATSSHFSASEESMDFLDKSTAS PAST 
KTGQAGSLSGS PKPFS PQLS AP I 1TKTUKTSTTGS IL 
NLNIJDRSKAEMDLKELSES VQQQSTPVPLI S PKRQIR 
SRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 

KEPSAVKKKPKPTNPVEIKEELKSTSPASEKADPGAV 
KDKASPEPBKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE \NELVI DLGEDHSGREGRKNKKEPKEP 
SPKQDWGKTPPSTTVGSHSP PETPVLTRS SAQTSAA 
GATATTSTS STVTVTAPAPAATGS PVKKQRPUjPKE \ 
TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
SPLVTS SGSMSTLVSSVNGDLPIGTASADVAADI AKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GIiRI EI EKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
A=possible nucleotide deletion,=possible nucleotide 
insertion) 










QERDRLIAEVKKQIiELEKQQAVDETKKKQWCANFKKE 
AI FYCCWNTS YCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q \QEADAE \ VNTETLNKS SQGS S SSTQS APSfiTAbA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\ SNKS SWSSSDEKRGS\ TRSDHN/ TPSTQH6R 
SLLPGKBSRAGTPFLGTSK 


2209 


A 


1 


575 


GGI PHYLRGVNNARQPWHNADVRLRYGLRPGNATEEG 
LASLHSVLFRKQPFLWRAALLYYTIHRAARMSFRQLF 
QDLERYVQDADVRWEYCVRAKRGQTDTSLPGCFSKDQ 
VYLDGI VRI LRHRQTIDFPLLTSLGKVS YEDVDHLRP 
HGVLDNTRVPHFMQDLARYRQQLEHIMATNRIiDEAEL 
GRLLPD 


2210 


A 


3 


1795 


LGLGSGTI^SVSEYKKKYREHVIiQLHARVKERNARSV 
KITKRFTKLLIAPESAAPEEALGPAEEPEPGRARRSD 
THTFNRLFRRDEEGRRPIiTVVLQGPAGIGKXMAAKKI 
LYDWAAGKLYQGQVDFAFFMPCGELLERPGTRSIiADL 
ILIX}CPDRGAPVPQMIiAQPQRLLFILDGADELPALGG 
PEAAPCTDPFEAASGARVLGGLLSKALLPTAIjIiLVTT 
RAAAPGRLQGRLCSPQCAEVRGFSDKDKKKYFYKFFR 
DERRAERAYRFVKENETLFALCFVPFV(^IVCTVLRQ 
QLELGRDLSRTSKTTTSVYKLFITSVLSSAPVADGPR 
LQGDLRNLCRLAREGVLGRRAQFAEKELEQLELRGSK 
VQTLFLSKKELPGVIiETEVTYQFIDQSFQEFIiAALSY 
IJjEDGGVPRTAAGGVGTLLRGDAQPHSHLVIjTTRFLF 
GLLSAERMRDIERHFGCMVSERVKQEALRWVQGQGQG 
CPGVAPEVTEGAKGLEDTEEPEEEEEGEE PNYPLELL 
YCLYETQEDAFVRQALCRFPELAIjQRVRFCRMDVAVL 

syctoccpagqalrli scrlvaaqekkkkslgkrlqa 
slggg 


2211 


A 


2 


1177 


GFVEAGEECYCVS\GQECRDLCCFAHNCSLRPGAQCA 
HGDCCVRCLIjKPAGALCRQAMGDCDIjPEFCTGTSSHC 
PPDVYIJ^SPC^GSGYCVnDGACPTLEQQCQQLWGP 
GSHPAPEACFQWNSAGDAHOTCGQDSEGHFLPCAGR 
DALCGKLQCQGGKPSLI^HMVPVDSTVHIjDGQEVTC 
RGALALPSAQIiDLLGLGLVEPGTQCGPRMVCQSRRCR 
KNAFQELQRCLTACHSHGVCNSNHNCHCAPGWAPPFC 
DKPGFGGSMDSGPVQAKNHI^r IjIiAI^Ijo V J-lUFI-lLjIAj 
AGLAWCCYRLPGAHLQRCSWGCRRDPACSGPKDGPHR 
DHPLGGVHPMELGPTATGQPWPLDPENSHEPSSHPEK 
PLPAVSPDPQADQVQMPRSCLW 


2212 


A 


"i nil 


Ann 
sou 


XXPDALSTVAEXPGRPTRPPTRTAAPWPRPGCS SASA 
PPTPASAPWPASPSSSSGRWSTDSRGPRPWEGSQGCW 
HCGSW*RT*CTCKIIGGPGSRGCAASSSWASSSRPSP 
SLPSAPSSCWPSPGIRASQTPPATTSPASGASFPSSG 
PSCSASMPTATGLTLLTSASSAI SDPGGSVYA* SGMV 
HQSGKE PSTVYTS 


2213 


A 


1 


2454 


MALQMALYTGDIiARLQELFPPHSTADLLLESRAAEPR 
WSSHQRACPIAYTIiAQEHSHVEPRIAPAGCVARLVEK 
PSRGSEEHLKSGPGPIVTRTASGPALAFWQAVLAGDV 
GCVSRIIiADSSTGIiAPDSVFDTSDPERWRDFRFNIRA 
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641 
TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=^Stop codon, 
/^possible nucleotide deletion,=possib!e nucleotide 
insertion) 










LRLWSLTYEEELTTPLHVAASRGHTEVLRI^^ 

PDSAPGGRTALHEACAAGHTACVHVLLVAGADPNIAD 

QDGKRPLHLCRGPGTIjECAELIjIjRFGARVDGRSEEEE 

ETPLHV7\AKLGHVELADIiIjIiRRGACPDA 

LAACDVRCQSITDAEATTARCI1QLCSI1I1LSAGADADA 

ADQDKQRPLHLACRRGHAAVVELLLSCGVSANTMDYG 

GHTPLHCALQGPAA7UAQS PEHVVRALLNHGAVRVWP 

GALPKVLBRWSTCPRTIEVLMNTYSVVQLPEEAVGLV 

TPETLQKHQRFYSSLFALVRQPRSLQHLSRCALRSHL 

EGSLPQALPRLPLPPRLLRYLQLDFEGVS pgi ceqsq 

llgvqgcvegkrrvgegpsqnrpvpeppeaseskpll 
pdvhgllrgpesrcpslqrarlctnsgqvalaaggpa 
pqagvdaaipnaekrtdsgsrpfqgllrsgtahggkd 

CPPGPHQVRLAGSRSAAHRRKRQLCAAATRGHPRPGP 
TLPTMRGLSIiANEWIGASFAGRLTNTFCAGLGQAVPS 
MVALTTALPSFAEPPDAFYGPQEIiAAAAAAAAATAAR 
NNPEPGGRRPEGGLEADELLPAREKVAEPPPPPPPHF 
SETFPSLPGVDKLQGWDFRGHQDGGMLKQIiS IQQWRA 
RSGF 


2214 


A 


757 


208 


NVFI E PRI QGFMKTS AHPGQKHPDFSMGLLF PLLAAL 
EVCSOTSSGSLGYNLPQira\GLLGRNTLVLiLGQMRRI 
SPFLCLKDRSDFRFPQEKVEVSQLQKA\QAMSFLYDV 
LQQVFNFSHKALL\CCMEHDLPGPTPHFTSSAAGTPG 
DLLGAGDGRRR S WGQWVT EGS TLALRRYFQ E S I STLE 


2215 


A 


43 


1004 


QLWGFAAGSDSRPAMGCDGGTI PKRHELVKGPKKVEK 
VDKDAELVAQWNYCTLS QE I LRRP I VACELGRLYNKD 
AVIEFLLDKSAEKALGKAASHI KSIKNVTELKLSDNP 
AWEGDKGNTKGDKHDDLQRARFI C P WGLEMNGRHRF 
CFLRCCGCVFSERAIiKB I KAEVCHTCGAAFQEDDVIV 
I^GTKKDVDVLKTRMEERRLRAKIiEKKTKKPKAAE S V 
SKPDVSEEAPGPSKVKTGKPEEASLDSREKKTNLAPK 
STAMNESSSGKAGKPPCGATKRS I ADbiilsfaisAX Jxblxr 
TTHSSAKRSKEESAHWVTHTSYCF | 


2216 


A 


1323 


840 


FCPLGKPVMGPIFIiDCRPFFLFPKPNQGTGTPLHNKV 
PYFFQ*GPFGPLWNHRTLFFFLRWSFALIiAQAGVQWR 
DLGSLQPIiPPGFK* FSCLSLPSIWDYRRLPPCPANFA 
FLVETGFIiHVGQVGL* UiTSGDPSASASQSSGITG\ V 
SHHTWP*LSFLLWI 


2217 


A 


17 


348 


ARAAARAGFSSYIiKSLPDVRKKSLPLPEKPHKEENSE 
IWWREFDKQVFLLN*S PRRQSKLYTVDLESGLHYIiL 
D\TCT A a WTf <2T .AfiAT?T .KTT.KTIPVTVI JVKIjFPGRPPVK 


2218 


A 


1 


1206 


MALSSWPVVLRLNMADFWSFLCLGIGTSIVLGILFY 
LLQAHRYLQEGMTYQLJUjSFYLTWASVFLFLMTGMGE 
DEESAI/JTLIiDPRSSYLLVSIiEILPTNPSPLSPCAVS 
EDESEMRGLSLLRRQSQATGRIjEPTFKHDSTIjIiALQG 
AIjGLYIX5HTPPYAAC^GFEFRKHIjGNPAKIX5(3TVTVS 
LFYRNDSAHLPLPIiSLPGCPAPCPLGRFYQLTAPARP 

pahgvschgpyeavt ppgpgai i pstgpav04qrers 
bvgsgvpartvyaseqhaymwhsali pdsglrgkptl 
ssrkppqtscgpefanvlslalcgalwckaramdqa 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *HStop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










RPRQLIGIDALRDPRASSRTRAGGLGMIRRQEEEPAA 
RTVLARCDSSPSECPSHARAPYDTGPLFNAKG 


2219 


A 


1 


1594 


NGGGSLNNYSSPI PSTPAPSRRDPQPSVPPTANTPTP 

VCKRSMRWSNLFTSBKGSDPDKERKAPENHADTIGSG 

RAIPIKQGMLLKRSGKJ^KTWKKKY 

SSLGDYMKNIHKKEIDLQTSTIKVPGKWPSLATSACT 

PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKLN 

PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 

YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 

MALQSIQNMRGNAHCVDCETQNPKWASIjNIjGVLMCIE 

CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 

LANS I WEGS SQGQTKPSEKSTREEKERWI RS KYEEKL 

FLAPLPCTELSLGQQLLRATADEDI^TAIIjLLAHGSC 

EEVNETCGEGIX^AIiHIiACRKGNWLAQIiLIWYGVD 

VMARDAHGNTALTYARQASSQECINVLLQYGCPDECV 

♦YLFYLTAVSLVQKQNGKNKDNSEFQKEITNSANNSI 

FSTFRKLSKYTKC 


2220 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAI P I KQGMLLKRSGKWLKTWKKKYVTLC SNGMLTYY 
SSLGDYMKNIHKKE IDLQTST IKVPGKWPSLATSACT 
PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKIiN 
PPPS PHANKKKHLKKKSTNNFMI VSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQSIQNMRGNAHCVDCETQNPKWA^ 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSS I VND 
IANSIWEGS SQGQTKPSEKSTREEKERWI RSKYEEKL 
FLAPLPCTELSLGQQLIiRATADEDIjQTAI LLLAHGSC 
BEVNETCGE GDGCT ALHIACRKGNWLAQLL I WYGVD 
VMARDAHGNTALTYARQASSQECINVLLQYGCPDECV 
*YLFYLTAVSLVQKQNGKNKDNSEFQKEITNSANNSI 
FSTFRKLSKYTKC 


2221 


A 


1 


1594 


NGGGSLNNYSSPI PSTPAPSRRDPQPSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAIPIKQGMLLKRSGKWLKTWKIQCYVTLCSNGMLTTC 
SSLGDYMKNIHKKE IDLQTST IKVPGKWPSLATSACT 
PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKLN 
PPPS PHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQSIQNMRGNAHCVDCETQNPKWASLNLGVLMCIE 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSS IVND 
LANS I WEGSSQGQTKPSEKSTREEKERWIRS KYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAI LLLAHGSC 
EEVNETCGEGDGCTALHLACRKGNVVLAQLLIWYGVD 
VMARDAHGNTALTYARQASSQECINVLLQYGCPDECV 
* YLFYLTAVSLVQKQNGKNKDNSEFQKEITNSANNSI 
FSTFRKLSKYTKC 


2222 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAIPIKQO^IJjKRSGKWLKTWKKIOrVT 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 






i 




SSLGDYMKNIHKKEIDLQTSTIKVPGKWPSLATSACT 

PISSSKSNGIiSKDMDTCLGDSICFSPSISSTTSPKLN 

PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 

YEERDAWVQAIQSQILASLQSCBSSKSKSQLTSQSEA 

MALQSIQNMRGNAHCVDCETQNPKW^ 

CSGIHRSLGPHLSRTOSLELDDWPVELRKVMSSIVND 

IiANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 

FLAPLPCTELSLGQQLLRATADEDLQTAILLIiAHGSC 

EEVNETCGEGDGCTALHLACRKGNVVLAQIiLIV^GVD 

VMARD AHGNTALTYARQ AS S QEC I NVLLQ YGC PDE CV 

* YLF YLTAVSLVQKQNGKNKDNSE FQKE I TNS ANNS I 

FSTFRKLSKYTKC 


2223 


A 


2 


415 


GGFAAAVESFHHEDVLLFAALMAHELGHNIiGIQHDHS 
ACFCKDKHFCLMHENITKESGFSSCSSDYFYQFLREH 
KGACLFNKPRPRGRKRRDSACGNGWEDTDQCDCGSL 
CQHHACCDENCILKAKA* CNDGPCCHK 


2224 


A 


53 


325 


MRLSVCLLLLTLALCCYRANAWCQALGSEITGFLLA 

GKPVFKFQLAKFKAPLBAVAAKMEVKKCT 

VLITKTLGKIAEKCDR* 


2225 


A 


9 


422 


ESRERSGNRRGAEDRGTCGLQS PSAMIiGAKPHWLPGP 
LHS PGLPLVLVLIiALGAGWAQEGSEPVLLEGECLWC 
EPGRAAAGGPGGAALGEAPPGRYAFAAVRSHHHEPAG 
ETGNGTSGAI YFDQVLVNEGGGFDRAS 


2226 


A 


42 


722 


MGCXK5RVSGLIiRRNIiQPTLTYWSVFFSFGLCIAFLGP 

TLIJDIiRCQTHSSLPQISWWFSQQLCLLIiGSAI^ 

KRTLAQSLWALFTS SLAI SLWAVI PFCRDVK^IxASV 

MALAGLAMGCIDTVANMQLVRMYQKDSAVFLQVLHFF 

VGFGAIiLSPLIADPFLSEANCLPANSTGQHHLPRATC 

SMS PGCWGQHHVDAQALVQ PD VPKADSQGPGRE PEGP 

MPSG* 


2227 


A 


42 


722 


MGCIXSRVSGIiIiRRNIiQPTLTYWSWFSFGLCIAFLGP 
TLLDLRCQTHS SLPQI SWVF F SQQLCLLLGSALGGVF 
KRTLAQ S LWAL FT S S LAI SLVFAVI PFCRDVKVLASV 
MALAGLAMGC I DTVAl^QLVRMYQKDSAVFLQVLHFF 
VGFGALLSPLIADPFLSEANCLPANSTGQHHLPRATC 
SMS PGCWGQHHVDAQALVQ PD VPKADSQGPGRE PEGP 
MPSG* 


2228 


A 


2 


474 


TGPTIKNMDGTFNVTSCLKLNSSQEDPGTVYQCVVRH 
ASLHTPLRSNFTLTAARHSLSETEKTDNFSIHWWPI S 
FIGVGLVLLIVLIPWKiaCNKSSSAYTPLKCILKHWN 
<5T7TYFOTT .KJCKHLI FFCTRAWPS YOLODGEAWPPEGS V 
NINTYSTTV 


2229 


A 


2 


1654 


GRGDSSSSGSGSGSGSGSRACPARPSAPGLRAPTPPP 
RLPGASGAPAARLTLKFLAVLLAAGMLAFLGAVI CI I 
AS VPLAAS PARALPGGADNAS VASGAAAS PGPQRSLS 
ALHGAGGSAGPPALPGAPAASAHPLPPGPLFSRFLCT 
PLAAAC PSGAQQGDAAGAAPGEREELLLLQ STAEQLR 
QTALQQEARIRADQDTIRELTGKLGRCESGLPRGLQG 
AGPRRDTMADGPWDSPALILELEDAVRALRDRIDRLE 
ELPARVNLSAAPAPVSAVPTGLHSKMDQLEGQLLAQV 
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644 
TABLE 7 



SEQ 
DO 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 


Predicted 
ending 
nucleotide 
location of 
last amino 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 






acid residue 
of peptide 
sequence 


acid 

residue of 

peptide 

sequence 












IiALEKERVALSHSSRRQRQEVEKELDVLQGRYAELEH 
GSSAYS PPDAFKI SI PIRNNYMYARVRKALPELYAFT 
ACMWLRSRSS(jlX3QGTPFSYSVPG/QAfiNEIVLIiEAG 
HEPMBIiLINDKVAQLPIiSLKDNGWHHlCIAWTTRDGIi 
WSAYQDGELQGSGENIiAAWHPIKPHGIIilLGQEQDTL 
GGRFDATQAFVGDIAQFNLWDHALT PAQVLGI ANCTA 
PLLGNVLPWEDKLVEAFGGATKAAFDVCKGRAKA 


2230 


A 


3 


913 


FMTDVNSWLLTFGFQLHNVI PGYPKPDMDAMEPSYEL 
IHTQMKTQE WDNS KS I LGVQ CBVQKQLKAFVTLERFD 
QLYGSTITSCQQAPKTKKFAS SGSVFGKGVKFALKDG 
RVTTDI I SVANEIXSRRYAAILNHAHYIjENIjHFTIIX^ 
DTHYFVKPGPSEGDLAIIjGIjSGGRRTIiENGVNVTVSQ 
INTVLNGRTRRYTDI QLQYGALCIiN IKibll idJii ttJSA 
RVLEIjSRQRAVRQAWAREQQRIiREGEEGIiRAWTEGEK 
QQVLSTGRVQGYDGFFVI SVEQYPELSDSANNIHFMR 
QSEMGRR 


2231 


A 


488 


75 


ASVPKTNKIEPRSYSIIPSCGIQAARACFEHSNFFKV 
NASGPAGHS AKS I EGAPRGKGRGRAVARIiAADRPPAP 
KIQLRAF*LQQL*YTLLELELPRLLAPDLPSNGSSLK 
DLKWTHSNYRASKESCI VI FRHYLPGS 


2232 


A 


3 


181 


HERDVLFNLCSNIjVKSSEANSPAHEEFKTMLLIAHYY 
ATRSAAESVYQL*AVSRVLLSLVY 


2233 


A 


1 


492 


KIKAKNliTNYDLCS I FLGTSTLLVWVGVI RYLGYFQA 
YNVLI LTMQASLPKVIiRFCACACail YLGYTFCGWI VL 
GPYHDKFENIiNTVAECLFSLVNGDDMFATFAQIQQKS 
ILVWLFSRLYLYSFISLFIYMILSLFIALITDSYDTI 
KKFOQNGFPETDLQEF 


2234 


A 


1 


492 


KIKAKNLTNYDLCSIFLGTSTLLVWVGVIRYIiGYFQA 
YNVLILTOQASIjPKVLRFCACAGMIYIAjjX 11«lx*W1VJj 
GPYHDKFENLNTVAECLFSLVNGDDMFATFAQIQQKS 
ILVWLFSRLYLYSFISLFIYMILSLFIALITDSYDTI 
KKFOQNGFPETDLQEF 


2235 


A 


1 


576 


PCGEFHHSS / QKATPAEKVKUbNUolDxoiS^irLivyyyiJ 
KffiTYQSAAIiARNNSRVSPVPLSGAAAGTEQKTEAVLHC 
EFCEFSSGYIQSIRRHYRDKHGGKKLFKCKDCSFYTG 
FKSAFTMHVEAGHSAVPEEGPKDLRCPLCLYHTKYKR 
NM I DH 1 V JjriKXJiK. V V Jr X Ja V U\ o JSXioJN.xijyv3Vvrtvv-.Jjrv 
CTFTCSR 


2236 


C 


60 


472 


Pirn 1 >KY AWJVlniiKlWaalirW J-fC-P KVU U KiUOlir j_ivim<irv 

LEDSRSCQPNPMSLTTIiPGHRIiKKAVWLPAPSRTMSP 
HLDPNQLGI LLRVLRKEKEDGDYPDMMATHPS SRYEA 
CSSGITIiAAPPTHGPRPTDPRIGPAP 


2237 


C 


60 


472 


MPLLEYARNMLRTWSSL PWTRFRVCLLSLS LFLWANR 
LEDSRSCQPNPMSLTTLPGHRLKEAVWLPAPSRTMSP 
HLDPNQLGI LLRVLRKEKEM 
CSSGITIiAAPPTHGPRPTDPRIGPAP 


2238 


A 


129 


329 


VSNIVDPHQTVGLSTQEPGDIFTYSEFDGILGLAYPS 
LASE * S VPVLDNTMQRHLVAQDLFSVYMSR 


2239 


A 


130 


502 


DSRI PKX^LXK^I<30CMGPPSLVLCLLSATVFSLLGGS 
SAFLSHHRLKGRFQRDRRNIRPNI ILVLTDDQDVELG 
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645 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
p=possible nucleotide ueieiion^^possiDie nucieoniie 
insertion) 










SMQVMNKTRRIMEQGGAHFINAFVTTPMCCPSRSS IL 
TGKYVHNHNTYMY 


2240 


A 


3 


498 


YKBWTQHPL* VTYETHPI YYLKISQPSGNPKKI IWM 
DCGIHAREWIAPAPCQWFVKEILQNHKDNSRIRKLLM 
NLDPYVLPVLNIDGYIYTWTTDRIiWRKSRSPHNNGTC 
FGTDLNRNFNASWCS IGASRNCQDQTFCGTGPVSE PE 
TKAYASFIESKNDDPCA 


2241 


A 


3 


498 


YKEWTQHFL* VTYETHPI YYLKISQPSQfrPKKI IWM 
DCGIHAREWIAPAFCQWFVKEILQNHKDNSRIRKLLM 
NLDFYVLPVLNIDGYIYTWTTDRLWRKSRSPHNNGTC 
FGTDLNRNFNASWCS I GAS RNCQDQTFCGTGPVSEPE 
TKAVASFIESKNDDFCA | 


2242 


A 


972 


468 


MAAAGAGRIiRRVASALLLRS PRLPARELSAPARLYHK 
KWDHYENPRNVGSLDKTSKNVGTGLVGAPACGDVMK 
LQIQVDEKGKIVDARFKTFGCGSAIASSSLATEWVKG 
KTVEEALTI KNTDIAKELCLPPVKLHCSMLAEDAI KA 
ALADYKXiKQEPKKGEAEKK 


2243 


A 


1193 


548 


TQAWTRAEKDRKGSVRALRLHLERGPPT*RGSHPL\Q 
SVPCIQKPSIFSSYPI /GLPQSGGEPGPVGEQQPVRR 
PEQPSCGPASRMPLTSRSVPPGRGALPPDSIiSTRKGL 
PRPSTAGHRVRESGHKVPVSQRLNIjPVMGATRSNIjQP 
PRKVAVPGPTR*RDQDSKQDFSSKPLQSVPGLASTQQ 
TLTPADSGPGTGGRDATRAGLPGVBTMGNGVD | 


2244 


A 


3 


773 


SLEMSSDGEPLSRMDSEDSISSTIMDVDSTISSGRST 
PAMMNGQGSTTS SSKNIAYNCCWDQCQACFNSS PDLA 
DHIRSIHVDGQRGGVFVCLWKGCKVYNTPSTSQSWLQ 
RHMLTHSGDKPFKCWGGCNAS FASQGGLARHVPTHF 
SQQNSSKVSSQPKAKKESPSKAfaMNKRRKLKNKRRRS 
LARPHDFFDAQTIiDAIRHRAI CFNIiSAHIESLGKGHS 
VVFHSTVSIIiLFFQIKYKTLQKNISTIISKSLKI 


2245 


A 


3834 


2068 


GARGRPLAETWPFLTAPVLPGQLQI TEPTMAEKGDC I 
ASVYGYDLGGRFVDFQPLGFGVNGLVLSAVDSRACRK 
VAVKKI ALSDARSMKHALREI KI I RRLDHDNIVKVYE 
VliGPKGTDLQGELFKFSVAYIVQEYT^TDLARLLEQG 
TLAEEHAKLFMYQLLRGLKYI HSANVLHRDLKPANI F 
I STEDLVLKIGDFGLARI VDQHYS \ HKGYIiSEGLVTK 
WYRSPRLLLSPKttlYTKAIDMWAAGCILAEMLTGRMLF 
AGAHELEQMQLIliETIPVIREEDKDELLRVMPSFVSS 
TWEVKRPLRKLLPEVNSEAIDFLEKILTFNPMDRLTA 
EMGLQHP YMS PYSC PEDE PTSQHPFRI EDEI DD IVLM 
a &xrnciriT».QMWTyrr<3 ypvsIjS *?D!iEWRPDRCODASE 
VQRDPRAGSAPLAENVQVDPRKDSHSSSERFLEQSHS 
SMERAFEADYGRS CDYKVGS P S YLDKLLWRDNKPHHY 
SEPKLILDLSHWKQAAGAPPTATG\LADTGAREDEPA 
SLFLE \ IAQWVKSTQG\ AQSTPARPPTTPSAACLPRP 
P\PPGPGGCR\RQPPVRPGRVHLPRPEALHQARGPAG 
Q 


2246 


A 


328 


595 


VIEWWPVEPPNQIiSTSSVGRVPGSTRPQRSFLSRVV 
RAALPLQLLTiTiT J »TiT J i ACLLPSSEEDYSCTQANNFAR 
SFYPMLRYTNGPPPT 
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646 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIenon,=possible nucleotide 

!■■ ■■■■■ |Sj\^t\ 

insertion) 


2247 


A 


548 


811 


SSFIKRHILIFEDDWHQTTCCHHPHHP\F*RCQFHIF 
YVSVQNSI S PSLSVS SSHPDRPDHEVHQHRAAHHHQH 
GQGPLGHGLVARVG 


2248 


A 


37 


441 


GXAGVGGDSEGKVTSALSATFSGPKIAFYVGLKS PHE 
GYBVLiKFDUVv xNlJSNriXUirL i^Jvr VKLjJ. I rrx x 
HILMRGGDGTSMWADLCKNGQVRASAIAQDADQNYDY 
ASNSVVLHLDSGDKVYVKLDGGKA 


2249 


A 


808 


112 


RRYKSGTEVNNTDGGIARLIVFGTGQKDWTATDPKEP 
ADLVAIAFGGVCVGFSNAKFGHPNNI IGVGGAKSMAD 
GWETARRLDRP PI LKNDKNGI LLVPGCE WAVFRLAHP 
GVITRIKIOTKxTEGNAPDSCKVDGCILTTQEEAVIR 
QKWILPAHKWKPLLPVTKLSPNQSHLFDSLTLELQDV 
ITHARLTIVPDGGVNRLRLRGFPSSICLLRPREKPML 
KFSVSFKANP 


2250 


A 


189 


1811 


PPFGGLSAAQTIGEMWEAQFLGLLFLQPLWVAPVKPL 

QPGAEVPWWAQEGAPAQLPCSPTI PIiQDLSLLRRAG 

VTWQHQPDSGPPAAAPGHPLAPGPHPAAPSSWGPRPR 

RYTVLSVGPGGLRSGRLPLQPRVQLDERGRQRGDFSL 

VTI^PARRADAGEYRAAVHIiRDRALS CRLRLRLGQA^ 

TASPPGSLRASDWVIIjNCSFSRPDRPASVHWFRNRGQ 

GRVPVRESPHHHLAESFLFLPQVSPMDSGPWGCILTY 

RIX5FNVS IMYNLTVLGIiE PPTPLTVYAGAGSRVGLPC 

RLPAGVGTRSFLTAKWTPPGGGPDLLVTGDNGDFTLR 

LEDVSQAQAGTYTCHIHLQEQQLNATVTIiAI ITVTPK 

SFGSPGSLGKLLCEVTPVSGQERFVWSSLDTPSQRSF 

SGPWIiEAQEAQLLSQPWQCQLYQGERLLGAAVYFTEL 

SSPGAQRSGRAPGALPAGHLLLFLTLGVLSIiI^ 

TFGFHLWRRQCRP\RRFSAIiEQGIH\ P\RQAQSKIEE 

IiEQEPEPEPEPEPEPEPEPEPEQL 


2251 


A 


3 


3773 


SWPRGRGETGGHPGALRTRTMQKSVRYNEGHALYIiAF 
LARKEGTKRGFLSKKTAEASRWHEKWFALYQNVLFYF 
EGBQSCRPACMxTjLEGCSCERTPAPPRAGAGQGGVRD 
ALDKQx^FTVIjFGHEGQKPIiELRCEEEQDGKEWMEAI 

hqasyadilierevlmqkyihlvqivetekiat^nqlr 
hqiiedqdte ierlks ei i alnktkermrp yqsnqbde 
dpdikkikkvqs fmrgwlcrrkwktivqdyicsphae 

SMRKRNQIVFTOVEAESEYVHQLYTIjVNGFI^PLRMA 
ASSKKPPISHDDVSSIFLNSETIMFIiHEIFHQGLKAR 
IANWPTLILADLFDIIJjPMLNIYQEFVRNHQYSLQVL 
ANCKQNRDFDKLIiKQYEANPACEGRMLETFLTYTOFQ 
I PRYI I TIjHEIiLAHTPHEHVERKSIiEFAKSKIiEEIjSR 
VMHDEVSDTENIRKNLAIERMIVEGCDILLDTSQTFI 
RQGSLIQVPSVERGKLSKVRLGSLSLKKEGERQCFLF 
TKHFLI C1TIS SGGKIiHLLKTCGVLSLIDCTLI EE PDA 
SDDDSKGSGQWGHIiDFKIVVEPPDRAAFTVVLLAPS 
RQEKAAWMSDI SQCVDNIRCNGLMTIVFEENSKVTVP 
HMIKSDARLHKDDTDICFSKTLNSCKVPQIRYASVER 
LLERLTDIiRFLS I DFLNTtfLHTYRI FTTAAWLGKLS 
DI YKRPFTS I PVRSLELFFATSQNNRGEHLVDGKS PR 
LCRKFSSPPPLAVSRTSSPVRARKLSLTSPLNSKIGA 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possibIe nucleotide 
insertion) 










LDLTTS SS PTTTTQS PAAS PP PHTGQI PLDLSRGLS S 
PEQSPGTVEENVDNPRVDLCTKLKRSIQKAVLESAPA 
DRA6VESS PAADTTELS PCRSPSTPRHLRYRQPGGQT 
ADNAHCSVS PAS AFAIATAAAGHGS PPGFNNTERTCU 
KEFI I RRTATNRVLNVLRHWVS KHAQDFELNNELKMN 
VLNLLEBVLRDPDLLPQKRKAAANI LMALSQDDQDDI 
HLKLEDIIQMTDCMKAECFESLSAMELAEQITLIiDHV 
I FRS I PYEE FLGQGWMKLDKNERTPYI MKTSQHFNDM 
SNLVASQIMNYADVSSRANAIEKWVAVADICRCLHNY 
NGVLE I TS ALNRS AI YRLKKTWAKVSKQTKALMDKLQ 
KTVS S BGRF KNLRETLKN CN P PAVP YLGMYLTDLAF I 
EEGTPNFTEEGLVNFSKMRMI SHI IREIRQFQQTS YR 
IDHQPKVAQYLLDKDLI IDEDTLYELSLKIEPRLPA 


2252 


A 

) 


1 


4602 


ASGNLDKNARFSAIYRQDSNKLSroDMLKLLADFRKP 

EKMAKLPVILGNIiDITIDNVSSDFPNYVNSSYIPTKQ 

FETCSKTPI TFEVEEFVPCI PKHTQPYTI YTNHLYVY 

PKYLKYDSQKSFAKARNIAICIEFKDSDEEDSQPLKC 

IYGRPGGPVFTRSAFAAVLHHHQNPEFYDEIKIELPT 

QLHEKHHIiLLTFFHVSCDNS SKGSTKKRDWETQVGY 

SWLPLLKDGRWTSEQHI PVSANLPSGYLGYQELGMG 

RHYGPEIKWVDGGKPLLKI STHLVSTVYTQDQHLHNF 

FQYCQKTESGAQALGNnSLVKYIiKSLHAMEGHVMIAFL 

PTILNQLFRVLTRATQEBVAVNVTRVIIHVVAQCHEE 

GliESHLRSYVKYAYKAEPYVASEYKTVHEELTKSMTT 

I LKPSAD FLTSNKLLKYS WFF FDVLI KSMAQHL I ENS 

KVKLLRNQRFPASYHHAVETVVNMLMPHITQKFRDNP 

EASKNANHSLAVFIKRCFTFMDRGFVFKQINNYISCF 

APGDPKTLFEYKFEFLRWCNHEHYIPIiNLPMPFGKG 

RIQRYQDLQLDYSLTDEFCRNHFLVGLLIiREVGTALQ 

EFREVRLIAISVIiKNLLIKHSFDDRYASRSHQARIAT 

LYLPLFGIiLIENVQRINVRDVSPFPWAGMTVKDESL 

ALPAVNPLVTPQKGSTLDNSLHKDLLGAISGIASPYT 

TSTPNINSVRNADSRGSLI STDSGNSLPERNSEKSNS 

LDKHQQSSTLGNSVTOCDKIiDQSEI KSLLMCFLYI LK 

SMSDDALFTYWNKASTSELMDFFTISEVCLHQFQYMG 

KRYIART(34MHARLQQLGSIiDNSIjTFNHSYGHSDADV 

LHQSLLBANIATKVCLTAIjOTI^ 

GHNPIiMKK^FDVYIiCFLQKHQSETAIiKNVFTALRSLI 

YKFPSTFYEGRADMCAALCYEILKCCNSKLSSIRTEA 

SQLLYFLMRNNFDYTGKKSFVRTHLQVT I SVSQLI AD 

\T\m t rsrm? pnn^T.cjT tnmc!ANSDRIjI khts FS S DVKD 

y VV3 JL V3V9 X IU 11111 Willi Ul/ivU J. lul A t~rt~> *-f w auj 

LTKRI RTVLMATAQMKEHEND PEMLVDLQYS LAKS YA 
STPELRKTWLDSMARIHVKNGDLSEAAMCYVHVTALV 
AEYLTRKEAVQWEPPLLPHSHSACIiRRSRGGVFRQGC 
TAFRVITPNIDEEASMMEDVGMQDVHFNEDVLMELLE 
QCADGLWKAERYELIADI YKLI I PI YBKRRDFERIAH 
LYDTLHRAYSKVTEVMHSGRRLuLGTYFRVAFFGQAAQ 
YQFTDSETDVEGFFEDEDGKEYI YKE PKLTPLSEI SQ 
RLLKLYSDKFGSENVKMIQDSGKVNPKDLDSKYAYIQ 
VTHVI PFFDEKELQERKTEFERSHNIRRFMFEMPFTQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TGKRQGGVEEQC KRRTI LTAI HCF P YVKKRI PVMYQH 
HTDLNPIEVAIDEMSKKVAELRQLCS SAEVDMI KLQL 
KLQGSVSVQWAGPLAYARAFLDDTNTKRYPOT 
LKEVFRQFVEACGQALAVNERJjI kedqle yqekmkan 
YREMAKELSEIMHKQLG 


2253 


A 


1 


782 


MRMEAGKAAPPAGAGGRAAGGWGKWVRLWGGTVFLT 
TRQTLCREQKSFLSRLCQGEELQSDRDETGAYLIDRD 
PTYFGPILNFLRHGKLVLDKDMAEEGVLEEAEFYNIG 
PLIRIIKDRMEEKDYTVTQVPPKHVYRVLQCQEEELT 
QMVSTMSDGWRFEQLVNIGSSYNYGSEDQAEFLCWS 
KELHSTPNGLSSESSRKTKSTEEQLEEQQQQEEEVEE 
VEVEQVQVEADAQEK/ CCYKPEAPGCEAPDHLQGLGV 
PI 


2254 


A 


2407 


2216 


SGCVEMLYSHSLEYNPEWISVQSAVAPAQLALNSDGD 
L*LHSGERTRRD*QLPEAGGPGLQEPLQLGELDITSD 
EFILDEVDG\VDLRHYSKQVBLELQQIEQKSIRDYIQ 
ESENIASLHNQITACDAVLERMEQMLGAFQSDLSSIS 
SEIRTLQEQSGAMNIRL.RNRQATOGKLGELVDGLVVP 
SALVTAI LEAPVTEPRFLEQLQEIiDAKAAAVREQEAR 
GTAACADVRGVIJDRIjRVKAVTKIREFILQKIYSFRKP 
MTNYQI PQTALLKYRFFYQFLLGNERATAKEIRDEYV 
ETIiS KI YLS YYRS YLGRIjMKVQ YEEVAEKDDLMGVED 
TAKKGFFS KPSLRSRNTI FTLGTRGSVI SPTELEAPI 
LVPHTAQRGEQRYPFEALFRSQHYALLDNSCREYLFI 
CEFFWSGPAAHDLFHAVMGRTLSMTLKHLDSYLADC 
YDAIAVFLCIHIVLRPRNIAAKRDVPALDRYWEQVIiA 

llwprfklilemnvqswstdpqrlggldtrphyitr 
ryaefssalvsinqtipner™qllgqlqvevenfvii 
rvaaef s srkeqlvfl innydmmlgvlm\ e * eraadd 
skeve s fqqllnartqe f i eblls ppfgglvafvkea 

EALIERGQAERIiRGEEARVTQLIRGFGSSWKSSVESL 
SQDVMRS FTNFRNGTS 1 1 QGALTQLI Q\ LYHRFHRV\ 
LSQPQLRALPARAELINI HHLMVELKKHKPNF 


2255 


A 


1205 


462 


ASITVSSGRIPTSLSVGPPGAPLHRPQKPREGAWDME 
DVAPTGVRQAFSELPFPSHVLPEPGFPDTDPSQVYSP 
GLPPAPAQPSSIPPCALVSQPTVQFILQGSLPLVGCG 
AAQTLiAPVPAALT PASE PASQATAASNSEEKTPAPRL 
AAEKTKKEEYMKKLHMQERAVEEVKLAIKPFYQKREV 
TKEEYTOILRKAVQKICHSKSGEINPVKVANLVKAW 
DKYRHMRRHKKPEAGEEPPTQGAEG 


2256 


A 


1 O AC 
±A{JD 




act tvo crro t PTSI»SVGP PGAPIiHRPOKPREGAWDME 
DVAPTGVRQAFSELPFPSHVLPEPGFPDTDPSQVYSP 
GLPPAPAQPSSI PPCALVSQPTVQFILQGSLPLVGCG 
AAQTLAPVPAALTPASE PASQATAASNSEEKTPAPRL 
AAEKTKKBEYMKKLHMQERAVEEVKLAI KPFYQKREV 
TKEEYKDI LRKAVQKICHSKSGEINPVKVANLVKAYV 
DKYRHMRRHKKPEAGEEPPTQGAEG 


2257 


A 


901 


521 


FFFGNGVS PCRQAGV* WHDLDSLQNLPPGFKRFS YLS 
LPSSW\DYRHVLPRQANFCIF/M*RRGFTMLARMVSI 
S * PRDLPAIiASQSAGITGVSHHAPPQMDFTFALLCFA 
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TABLE 7 



SEQ 


Method 


Predicted 
beginning 
nucleotide 
location of 
Grst amino 
add residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Mop coaon, 
/possible nucleotide deletion,=possible nucleotide 
insertion) 










LKGCLPRQKEGGTLNLI 


2258 


A 


186 


1338 


TRMSRHEGVSCDACLKGNFRGRRYKCLICYDYDLCAS 
CYESGATTTRHTTDHPMQCI LTRVDFDLYYGGEAF SV 
EQPQSFTCPYCGKMGYTETSLQEHVTSEHAETSTEVI 
CPI CAALPGGDPNHVTDDFAAHLTLKHRAPRDLDE S S 
GVRHVRRMFHPGRGLGGPRARRSNMHFTSSSTGGLSS 
SQSSYSPSNREAMDPIAELLSQLSGVRRSAGGQIiNSS 
GPSASQLQQLQMQLQLERQHAQAARQQIjETARNATRR 
TNTSSVTTTITQSTATTNIANTESSQQTLQNSQFLLT 
RLNDPKMSETERQSMESERADRSLFVQELIjLSTLVRE 
ESSSSDEDDRGEMADFGAMGCVDIMPLDVALENLNIJC 
ESNKGNEPPPPPL 


2259 


A 


1157 


481 


SWPGQAEPSEREFVVREAAETRGSEVFEIMNPVYSPG 
SSGVPYANAKGIGYPAGFPMGYAAAAPAYSPNMYPGA 
NPTFQTGYTPGTPYKVSCSPTSGAVPPYSSSPNPYQT 
AVYPVRS AYPQQS PYAQQGTYYTQPLYAAPPHVIHHT 
TWQPNGMPATVYPAPI PPPRGNGVTMGMVAGTTMAM 
SAGTLLTAHSPTPVAPHPVTVPTYRA\QGTPTYSYVP 
PQW ! 


2260 


A 


33 


563 


MVLSVPVI AIiGATLGTATS IIiALCGVTCLCRHMHPKK 
GLLPRDQDPDLEKAKSSLLGSAQRFNVKKSTEPVQPR 
ALLKFPDI YGPRPAVTAPEVINYADYSLRSTEE PTAP 
ASPQPPNDSRLKRQVTEELFILPQNGWEDVCVMETW 
NPQKAGSWNQAPKLHYCLDYDCHKAECL* 


2261 


A 


6120 


2968 


HPSPGFDRVRAAMDPNTIIEAIiRGTMDPALREAAERQ 
LNEAHKSIaNFVSTKLQITMSEQLDLPVRQAGVTYIiKN 
MITQYWPDRETAPGDISPYTI PEEDRHCIRENIVEAI 
IHS PELIRVQIiTTCIHHI I KHDYPSRWTAIVDKI GFY 
LQSDNSACWLGI LLCLYQLVKNYEYKKPEERSPLVAA 
MQHFLPVLKDRFIQLLSDQSDQSVLIQKQIFKIFYAL 
VQYTLPIiEL INQQNLTE WI E I LKTWNRDVPNETLQV 
EEDDRPBLPWWKCKKWALHILARIjFERYGSPGNVSKE 
YNEFAEVFLKAFAVGVQQVLLKVLYQYKE KQYMAPRV 
LQQTLNYINQGVSHAIjTWKNLKPHI QGI I QDVI FPLM 
CYTDADBELWQEDPYEYIRMKFDVFEDFI SPTTAAQT 
LLFTACSKRKBVLQK'IMGFCYQILTEPNADPRKKDGA 
LHMIGSLAEILIiKKKI\YKDQMEYMLPESMYSPLF\S 
SEI/3\YMRARACWVLHYFCEVKFKSDQNLQTAIiELTR 
RCLIDDREMPVKVEAAIALQVLI SNQEKAKEYI TPFI 
RPVMQALLHIIRETENDDLTNVIQKMICEYSEEVTPI 
A VEMTQHIiAMTJ^QVlQTGPDKiiijoD IAMLiX JjN 
TI DTLLS WEDHKE I TQQLEG I CLQVI GTVLQQHVLE 
FYEEIFSLAHSLTCQQVSPQMWQIiIiPLVFEVFQQDGF 
DYFTDMMPLLHNYVTVDTDTLLSDTKYIiEMIYSMCKK 
VLTGYAGEDAECHAAKLLEVI ILQCKGRGIDQCI PLF 
VEAALERLTREVKTSEL - TMGLQVAI AALHYNAYIiLL 
NTLENLHFPNNVEPVTNHFI /QWLNDVDCFLGLHDRR 
MCVLSIiCALIDMEQIPQGLNQVSGQILPAFILLFNGL 
KRAYACHAEHENDSDDDDEAEDDDETEELGSDEDDID 
EDGQEYLEILAKQAGEDGDDEDWBEDDAEETALEGYS 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TI IDDEDNPVDEYQI FKAI FQTIQNRNPWYQALTHG 
LNEEQRKQLQDI ATLADQRRAAHE S KM I EKHGGYKFS 
AP\WPSSFNFGGPAPGMN 


2262 


A 


13 


2237 


AEGCAERRGTEPWELSMSWESGAGPGLGSQGMDLVW 
SAWYGKCVKGKGSLPLSAHGIWAWLSRAEVTOQVTVY 
IiFCDDHKLQRYALNRI TVWRSRSGNELPLAVASTADL 
I RCKLLDOTGGIiGTDELRIiLY^ALVRFVNL I SERKT 
KFAKVPLKCIiAQEVNT PDWI VDLRHEIiTHKKMPHIND 
CRRGCYFVLDWIjQKTYWCRQLENSIiRETWELEEFREG 
I EEEDQEEDKNI WDDI TEQKPEPQDDGKSTE SD VKA 
DGDSKGSEEVDSHCKKALSHKELYERARELLVSYEEE 
QFTVLBKFRYLPKAIKAWNNPSPRVECVIiAELKGVTC 
ENREAVLDAFLDIXSFLVPTFEQIiAALQIEYEENVDIiN 
DVLVPKPFSQFWQPLLRGLHSQNPTQALLERMLSELP 
ALGI SGIRPTYILRWTVEIiI VANTKTGRNARRFSAGQ 
WEARRGWRLFNCS ASLDWPRMVES CLGS PCWAS PQLL 
RI IF\KAMGQGLQDE\EQEKLLRICSI YTQSGENSLV 
QEGSEASPI GKSPYTLDSLYWS VKPASS SFGSEAKAQ 
QQEEQGSVNDVKEEEKEEKEVLPDQVEEEEENDDQEB 
EEEDEDDEDDE EEDRMEVGPF STGQES PTAENARLLA 
QKRGALQGSAWQVSSEDVRWDTFP\LGRMPRSRPRTP 
AELMLENYDTHVIFWTKPVL\EQRLEPSTCK\TDTLG 
L\SCGVGS\GNCSNSSSSNFRGAFLLEARGSLH\GL\ 

TJTi ■ l/IT AT T3 

KTGLQLF ; 


2263 


A 


1 


528 


LGNTVLHYCSMYSKPECLKLIjLRSKPTVDIW 

ALDIAKRLKATQCEDLLSQAKSGKFNPHVHVEYEWNL 

RQEEIDESDDDLDDKPSPVKKERSPRPQSPCHSSSIS 

PQDKLALPGFSTPRDKQRLSYGAPTNQIFVSTSTDSP 

TSPTTEAPPLPPRNAGKGPTGPPITPHR 


2264 


A 


422 


2 


APGASVGRAQAAEG* RGGPTGRPPSALGVS / EAGRAG 
RAGEGRPVPPAYPLCKSAQTSGPPKARIjS \ PPIiASCG 
GRGPPGGAACATCAPPAGPARSSRCRRRSPPE* GPR* 
PSRPARPSPGSAASRRQKLTPCRCQFRGLCA 


2265 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGSPVP* ISWSLLDGTMI 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TCTAQNTLGKDEMKVHLTVITAAPRIRQSNKTNKRIK 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFSI DRYT 
FHANGSLTINKVKLIiDSGEYVCVARNPSGDDTKMYKIi 
DWSKPPLINGLYTNRTVIKATAVRHSKKHFDCRAEG 
TPS PEVMWI MPDNI FLTAP YYGSR I TVHKNGTLE I RN 
VRLSDSADF I CVARNEGGE SVL WQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTAIxNCSVDGNPPPEIIWILPNG 
TRFSNGPQS YQYLIASNGSFI ISKTTREDAGKYRCAA 
RNKVGYIEKLVILEIGQKPVILTYAPGTVKGISGESL 
SLHCVSDGI PBCPNIKWTMPSGYWDRPQINGKYIIiHD 
NGTLVIKEATAYDRGNYI CKAQNSVGHTLITVPVMIV 
AYPPRITNRPPRS I VTRTGAAFQLHCVAIjGVPKPE IT 
WEMPDHSLIiSTASKERTHGSEQIiHLQGTLVTQNPQTS 
DSGI YKCTAKNPLGSDYAATYIQVI 


2266 


A 


2334 


68 


RWHQAPGPVRQRPPDDLQPGPGL\WMPGPARMTTESA 
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SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possibIe nucleotide 
insertion) 










GQKIKELLSGIGNISERVSFLKK/RG*PAEQGTDKPQ 
RGHERE \RAL \RQAARAPD PS PAPPAPPGAACRHRMC 
SWPPAC*RTAAASAWTRGGPCASRCSPAPVLSTWTRP 
APPSPTPSPWTSSAPVLGGR*RYPWALVRTAGSTCP* 
PCPA\PVLQSQGGGGRGPCPLRIi*G/PPFWMSAPPTS 
CPSKR\ GLPAPEQAHSGHAAVSAIiPWPGPATHTGPLP 
TRPHPRPWGHFSGNLSGAWQPASRTRLPAGRVPAPIC 
GFHQGVGGA/GSELP*RTATQACPCAVPPCSGSLLRM 
LLWTS*GPEHYLPSR\DGP*WRQRSPHRPRG/VP*PT 
CAQQGPSRPWRFKWKAP\ SGRHLQGAPCRCRAHADDG 
UKAtjRPGJjQRS * SPGAVPPPDPRQPRxTTAAGGADPAR 
PALHGG * GQLLCHRPEAATGVPAAAP PQPHPAVTRRA 

^DLJJVT.ATT.Da CTT'PA DDPT.Mf* DT? r T r I?T.AT»rDT7'QCr'iri) , '/**I3 

^IrnAJLiA J..ulrAj V lAir jrvjJ-tWLj^K.liil r»J lAWJrJBJrooJVVyjJr 

GHVGAERS * KCIiEAVEHKADSDWEQPRRALNLAGRSP 

accira/CDcr.TTkAasDaT. //-it DuvrjA a udddhodt-dd 
iioo/lLrVor'oJbli^AA/Uri\Xi/ o-U irriv^ YYi\Ai? Flrlryy rrlxKir 

GGSAGHSGPGGP\ GNRI SGVWTWGEFVTVAATPPGAP 
AAPLGGTTRCPTVPLSHCSH\ CPAAHSGTPR\ WRVLP 
BTKAQNSMQGAPAS ARGLVPHQGRASGWPVAGMIiNN * 
VPPAGAVPSTVHYFQGHSG\GAVAGGGP*APAPSIiLP 
QPG\ HGPPPGAGVFI WGGCSRRSRCRHCPR 


2267 


A 


29 


175 


SE \ PCLYLRKNN 


2268 


A 


29 


175 


KSRPGTVAHACNPSTLGSRGGRI I PAQEFKTSLGNTV 
SE\PCLYLRKNN 


2269 


A 


961 


365 


PRVRi^GCGRIAALGRGlxKSFLRGTSLCEEIMSLAIiR 
SELVVDKTKRKKRRELSEEQKQEIKDAFELFDTDKDB 
AI D YHEIlKVAMRALGFDVKKAD VLKI LKD YDREATGK 
ITFEDFNEVVTDWIIiERDPHBEILKAFKIiFDDDDSGK 
ISLRNLRRVARELGENMSDEELRAMIEEFDKDGIX5EI 
NQEEFIAIMTGDI 


2270 


A 


131 


1567 


NKLVTERQILGDPTYMRQADGRKVLRSSIREFLCSEA 

MFHLGVPTTRAGACVTS E S TVVRD VFYDGLDPLRFLS 

LQMSTQGVQAPAW/RRNDIRVQxjLDYVISSFYPEIQA 

AHASDSVQRNAAFFREVTRRTARMVAEWQCVGFCHGV 

LNTDNMS I ItGLTI DYGPFGFLJDRYDPDHVCNASDNTG 

RYAYSKQPEVCRWNLRKLAKMiQPELPLELGEAILAE 

E FDAEFQRHYLQKMRRKLGLVQVBl^EIXiALVS KLLE 

TMHLTGADFTNTFYlxLS S FPVEIiES PGLAEFIARLME 

QCASLEELRLAFRPQMDPRQLSMMLMxjAQSNPQLFAL 

MGTRAGIARELERVEQQSRLEQLSAAELQSRNQGHWA 

DWIiQAYRARLDKDLEGAGDAAAWQAEHVRVMHANNPK 

YVIiRNYIAQNAIEAAERGDFSEVRRVLKLLETPYHCE " 

AGAATDAEATEADGADGRQRSYSSKPPLWAAEXiCVT* 

SSFYPEIQAAHASDSVQRNAAFFREVTRRTARMVAEW 

qcvgfchgvlntdnmsilgltidygpfgfldrydpdh 
vcnasdntgryayskqpevcrwnlrkiaaealiqpelpl 
elgeailaeefdaefqrhylqkmrrklglvqveleed 
galvskliuetmhltgadf^ 

AEFIJARIJMEQCASl^ELRl^AFRl^MDPRQLSM^^IMxJA 
QSNPQxxFALMGTRAGIARELERVEQQSRLEQLSAAEL 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

lUCdUUII ill 

first amino 
acid residue 
of peptide 
sequence 


Predicted 

ending 

nucleotide 

lUulUUU Ul 

last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










QSRNQGHWADWLQAYRARLDKDLEGAGDAAAWQAEHV 
RVMHANNPKYVLRNYI AQNAI KAAERGDFSEVRRVLK 
LLBTPYHCEAGAATDAKATEADGADGRQRSYSSKPPL 
WAAELCVT 


2271 


A 


131 


1567 


NKLVTERQI LGDPTYMRQADGRKVLRSS I RBFLCS EA 
M FHLGVPTTRAGACVTS E S TWRD VFYDGLD PLRFLS 
LQMSTQGVQAPAW/ RRNDIRVQLLDYVT S S FYPE I QA 
AHASDSVQRNAAFFREVTRRTARMVAEWQCVGFCHGV 
LNTDNMS I LGLTI DYGPFGFLDRYDPDHVCNASDNTG 
RYAYSKQPEVCRWNLRKIiAEALQPELPLELGEAILAE 
EFDAEFQRHYIiQKMRRKLGLVQVELEEDGALVSKLLE 
TMHLTGADFTOTFYIiLSSFPVELESPGIiAEFIiARIi^ 
QCASLEELRLAFRPQMDPRQLSMMLMLAQSNPQLFAL 
MGTRAGIARELERVEQQSRLBQLSAAELQSRNQGHWA 
DWLQAYRARLDKDI^GAGDAAAWQAEHVRVMHANNPK 
YVLRNYIAQNAIEAAERGDFSEVRRVLKLIiETPYHCE 
AGAATDAEATEADGADGRQRSYSSKPPLWAAELCVT* 
SSFYPE IQAAHASDSVQRNAAFFREVTRRTARMVAEW 

VCNASDNTGRYAYSKQPEVCRWNLRKIiAEALQPELPL 
ELGEAILAEEFT)AEFQRHYIiQKMRRKLGLVQVEIiEED 
GALVSKLLETMHLTGADFTNTFYIiLSSFPVELESPGIj 
apoT apt vrpnna qt .t?t?t ,pt > A t?t? pomppt? OT ..QMMT .MT A 
QSNPQLFALMGTRAGIARELERVEQQSRLEQLSAAEL 
QSRNQGHWADWLQAYRARIiDKDLEGAGDAAAWQAEHV 
RVMHANNPKYVLRNYI AQNAI EAAERGDFSEVRRVLK 
LLETPYHCRAGAATDAEATEADGADGRQRSYSSKPPL 
WAAELCVT 


2272 


A 


53 


439 


FFLPLLI 1 1 YCYI F I FRAMRETGRALQTFGACKGNGE 
SLWQRQRLQSECKMAKIMLLVILLFVLSWAPYSAVAL 
VAT? AGYAHVT.TPYMS SVPAVI AKAS AIHNPI I YAITH 
PKYRVAIAQHLPCLGVLL 


2273 


A 


9 


410 


M1OTFPPRKMVAQFLLVAGNVANITTVSLWEEFSSSD 
LADmFIiDMSQNQFQYLPIX^FLRKMPSIjSHLNIiHQNC 
LOTLHIREHEPPGAJjTELDLSHNQLSELHL^ 
LGSLRLFNLSSNQLLGVPPGPLY 


2274 


A 


73 


489 


FLIiLRS AS PEHTCVKS KTLDPMVT FFTSGTTGF PKMA 
KHSHGLALQPSFPGSRKLRSLKTSDVSWCLSDSGWIV 
ATI WTLVEPWTAGCTVFIHHLPQFDTKVI IQTLVKYP 
INHFWGVSS I YRMIIOQDFTS IRFPALE 


2275 




3 


1238 


LTKMHLTENPHPQVTHVSSSQSGCSIASDSGSSSLSD 

IYQATESEVGDVDLTRLPEGPVDSEDDEEEDEBIDRT 

DPLQGRDLVRECLEKEPADKTDDDIEQLIiEFMHQLPA 

FANMTMSVRRELCSVMI FEWEQAGAI ILEDGQELDS 

WYVI LNGTVE I SHPDGKVENLFMGNS FGI TPTLDKQY 

MHGITOTKVDIXZQFVCIAQQDYWRILNHVEKNTffi 

EEGEIVMVHEHREIiDRSGTRKGHIVIKATPERLIMHL 

IEEHS I VDPTYI BDFLLTYRTFLES PLDVGIKLLEWF 

KIDSLRDKVTRIVIJjWVNNHFNDFEGDPAMTRFL^ 

EKNLEOTKMNGHLRLLNIACAAKAK^ 
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SEQ 
TD 


Method 


Predicted 
beeinnine 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
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nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide dc!etion,=possible nucleotide 
insertion) 










SPLQFSLNGGSEKGFGIFVEGVEPGSKAADSGLKRGD 
QIMEV 


2276 


A 


3 


1238 


LTKMHLTENPHPQVTHVSSSQSGCSIASDSGSSSLSD 
IYQATESEVGDVDIiTRLPEGPVDSBDDBEEDEEIDRT 
DPLQGRDLVRECLEKE PADKTDDDI EQLLEFMHQLPA 
FANMTMSVRRELCSVMI FEWEQAGAI ILEDGQELDS 
WYVI LNGTVEI SHPDGKVENLFMGNS FGI TPTLDKQY 
MHGIVRTKVDIX^QPVCIAQQDYWRILNHVEKNTHKVE 
EEGEI VMVHEHRELDRSGTRKGHI VI KATPERLIMHL 
IEEHSIVDFTYIEDFLLTYRTFLESPLDVGIKLLEWF 
KIDSLRDKVTRIVLLWVNNHFNDFEGDPAMTRFLEEF 
EKNliEDTKMNGHIiRLIjNIACAAKAKWRQVVIjQKASRE 
SPLQFSLNGGSEKGFGIFVEGVEPGSKAADSGLKRGD 

QIMEV 


2277 


A 


1 


794 


FRGFLDRGDCAALPCTYPHS PCSH* GGNCLPSLLTRP 
CTKA*PQMSGRKSSMRRWRRQSRLTAGTSS*TPTSST 
MC * ALVGS STWNCMLQAGSTAPGAGTPGSRPTWSSSS 
TCSWTAPSGRARCACASSSSCAMSAARRGWTSPACWR 
RTSRAWWTTS S PACAS SATAS VAASTASTWPAARTTG 
GTAESSARPARRASCTGS PARS CWRRRRPPTPS PGRP 
APPSRRTRRAQACTSALSPGACFGPRSCC* SSTCSSL 

SVAPY 


2278 


A 


269 


832 


MGSSRLAALLLPLIiLIVIDLSDSAGIGFRHLPHWWTK 
CPLASHTDDSFTGSSAYI PCRTWWALFSTKPWCVRVW 
HCSRCLCQHLLSGGSGLQRGLFHLLVQKSKKSSTFKF 
YRRHKMPAP AQRKLL PRRHLS EKSHHI S I PS PD I SHK 
GLRSKRTPPFGSRDMGKAFPKWDSPTPGGDRPSSFEL 

LP* 


OT7Q 


TV 


269 


832 


MGSSRLAALLLPLLLIVIDLSDSAGIGFRHLPHWNXK 
CPLASHTDDSFTGSSAYI PCRTWWALFSTKPWCVRVW 
HCSRCLCQHLLSGGSGLQRGLFHLLVQKSKKSSTFKF 
YRRHKMPAP AQRKLLPRRHLSEKSHHISI PS PDI SHK 
GLRSKRTPPFGSRDMGKAFPKWDSPTPGGDtfPSSFEL 

T.P* 


2280 


A 


2 


381 


VLPTAQGKLYQDDLKVNPANVSHLVSPiTX'WQGPGGHL 
KAPQWTTS SLFPFQIRNVGTGLCADTKHGALGS PLRL 
BGCVRG\RGEAAWNNMQVRAAPQGLAARFSETSAAWG 
ADTASWEGEAWVSDK 


2281 


A 


1 


993 


MRDLFGTRLRRAEDVFPPVIGVAAHKGGVYierSVSVH 
IjAQDLALKGIjRVLLVEGNDPQGTASMYHGWVPDIiHIH 
AEDTLLPFYLGEKDDVTYAIKPTCWPGLDI I PSCLAL 
HRI ETELMGKFDEGKIjPTD phlmlrlai ETVAHDYDV 
IVIDSAPNLGIGTINWCAADVLIVPTPAELFDYTSA 
LQFFDMLRDLLKNVDLKGFEPDDLKKSFKSPEPRLFT 
PEEFFRIFNRSIDAFKDFWASETSDCWSSTLSPEK 
VLRASWKRDSDNSLKSLSPTQIRLGEVLTPVMSAFWE 
AEVWNSGDSDDMALDFDCTSSEVDAESTNRKVLRP 


2282 


A 


3 


582 


SLYQFSWETAGPGTLVGRLRAQDPDLGDNALMAYSI 
LDGEGSEAFSI STDLQGRDGLLTVRKPLDFESQRS YS 
FRVEATNTLIDPAYLRRGPFKDVASVRVAVQDAPEPP 
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residue of 
peptide 

pa/i ii oil rp 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de]etion,=possible nucleotide 
insertion) 










AFTQAAYHLTVPENKAPGTLVGQI SAADLDSPASPIR 
YSILPHSDPBRCFSIQPEEGTIHTAAPLDREARAWHN 

LTVLATBL 


2283 


A 


3 


582 


SLYQFSVVKTAGPGTLVGRLRAQDPDLGDNALMAYSI 
LDGEGSEAFSISTDLQGRDGLLTVRKPIiDFESQRSYS 
FRVEATNTLIDPAYIiRRGPFKDVASVRVAVQDAPEPP 
AFTQAAYHLTVPENKAPGTLVGQI SAADLDSPASPIR 
YSILPHSDPERCFSIQPEBGTIHTAAPLDREARAWHN 

LTVLATEL 


2284 


A 


1 


831 


KNVWKRWKKRFFVLVQVIQYTFAMCSYREKKAEPQEL 
LQLDGYTVD YTD PQ PGLEGGRAF FNAVKE GDTV I FAS 
DDEQDRI LWVQAMYRATGQSHKPVP PTQVQKLNAKGG 
NVPQLDAPI SQFYADRAQKHGMDEFI SSNPCNFDHAS 
LFEMVQRLTLDHRLNDSYSCLGWFSPGQVFVLDEYCA 
RNGVRGCHRHLCYIiRDLIiERAENGAMIDPTLXHYSFA 
FCASHVHGNRPDGIGNC * LLKKRNVF *RKSKEEXSXV 
LLRKIRLQHFRXLLFPFG 


2285 


A 


140 


445 


MQPSGLEGPGTFGRWPIjLST iTiT J J J iT J iQPVTCAY ^ 
GPPRALTTLGAPRAHTMPGTYAPSTTLSSPSTQGLQB 
QARALMRDFPLVDGHNDLPLVLRQVYHN 


2286 


A 


294 


1568 


MSLTIWTVCGVLSLFGALSYAELGTTIKKSGGHYTYI 
LEVFGPLPAFVRVWVEIjLI IRPAATAVI SIiAFGRYIL 
w dt?T7T nrrcT PRT AX KIjI TAVG I TWMVIiNSMS VSWS A 
RIQI FLTFCKLTAIIjI 1 1 VPGVMQLI KGQTQNFKDAF 
SGRDSSITRLPIjAFYYGMYAYAGWFYLNFVTEEVENP 
EKTI PLAI C I SMAI VT I GYVLTNVAYFTTINAEELLL 
SNAVAVTFS ERLLGNFSIjAVP I FVALS CFGSMNGGVF 
AVSRLFYVASREGHLPEILSMIHVRKHTPLPAVIVLH 
PLTMIMLFSGDLDSLLNFIiSFARWIiFIGLAVAGLIYL 
RYKCPDMHRPFKVPLFIPALFSFTCLFMVALSIiYSnP 
FSTGIGFVTTLTGVPAYYIiFI I WDKKPRWFRIMSEKI 
TRTLQI ILEWPEEDKL* 


2287 


A 


3397 


630 


S PGGRTPAARDS WREVI QNS KEVS I VYVJQBKNCCAS 

SAWCKLSRRGDGQA*C*EINQ\NLABEAGLNITH\ I 

CIiA\PDSSEAEIIDEILKINEDTRVHGLALQISENLF 

SNKVLNALKPEKDVDGVTDINLGKLVRGDAHECFV 

VAKAVlEIJaEKSGVNIiDGKKZLWGAHGSIiEAALQCL 

FQRKGSMTMSIQWKTRQLQSKLHEADIVVLGSPKPEE 

IPLTWIQPGTTVLNCSHDFLSGKVGCGSPRIHFGGLI 

EEDDVI LLAAALRIQNMVS SGRRWIiREQQHRRWRliHC 

IJO^PLSPVPSDIEISRGQTPKAVDVIiAKEIGLIADE 

IEIYGKSKAKVRLSVLERLKDQADGKYVLVAGITPTP 

LGEGKSTVTIGLVQALTAHLNVNSFACLRQPSQGPTF 

GVKGGAAGGGYAQVI PMEEFNLHLTGDIHAITAANNL 

LAAAI DTRI LHENTQTDKALYNRLVPLVNGVRE F S E I 

QLARLKKLGINKTDPSTLTEEEVSKFARLDIDPSTIT 

WQRVLOTNDRFLRKITIGQGNTEKGHYRQAQFDIAVA 

SEIMAVLTUjTDSLADMKARLGRMVVASDKSGQPVTAD 

DLGVTGALTVLMKDAI KPNLMQTLBGT PVFVHAG P FA 

NI AHGNSS VLADKI ALKLVGBEGFVVTEAGFGADI GM 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
oi pepnae 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

resume oi 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










EKFFNI KCRASGLVPNVVVLVATVRALKMHGGGPSVT 
AGVPLKKEYTEENIQLVADGCCNLQKQIQITQLFGVP 
VWALNVFKTDTRAE I DLVCEIiAKRAGAFDAVPCYHW 
SVGGKGSVDIiARAVREAASKRSRFQFLYDVQVPIVDK 
IRTIAQAVYGAKDIELSPBAQAKIDRYTQQGFGNIiPI 
CMAKTHLSLSHQPDKKGVPRDFILPI SDVRAS I GAGF 
IYPIiVGTMSTMPGLPTRPCFYDIDLDTETEQVKGLP 


2288 


A 


474 


4247 


1 1 SI I STSNKI KMSEAPRFFVGPEDTEINPGNYRHFF 

HHADEDDEEEDDS PPERQI WGI CSMAKKSQIPNPMK 

EILERISLFKYITLVVFEEEVIIiNEPVENWPLCDCIjI 

SFHSKGFPLDKAVAYAKLRNPFVINDLNMQYLI QDRR 

EVYSILQAEGILLPRYAILNRDPNNPKECNLIEGEDH 

VEVNGEVFQKPFVEKPVSAEDHNVYIYYPTSAGGGSQ 

RLFRKIGSRSSVYSPESNVRKTGSYIYEEFMPTDGTD 

VKVYTVGPD YAHAEARKS PALDGKVERDSEGKEVRYP 

VILNAREKLIAWKVCLAFKQTVCGFDIiLRANGQSYVC 

DWGFSFVKNSMKYYDDCAKILGNIVMRELAPQFHIP 

WS I PLEAEDI PIVPTTSGTMMELRCVI AVIRHGDRTP 

KQKMKMEVRHQKFFDLFEKCDGYKSGKLKLKKPKQLQ 

EVLDI ARQLLMELGQNM5SEI EENKPKLEQLKTVLEM 

YGHFSGINRKVQLTYLPHGCPKTSSEEEDSRREEPSL 

LLVLKWGGELTPAGRVQAEELGRAFRCMYPGGQGDYA 

GFPGCGIiLRIiHSTYRHDIiKIYASDEGRVQMTAAAFAK 

GLLALEGELTPIIjVQMVKSANMNGLLDSDSDSIiS SCQ 

QRVKARLHEILQKDRDFTAEDYEKLTPSGSISLIKSM 

HIiIKNPVKTCDKVYSLIQSLTSQIRHRMEDPKSSDIQ 

LYHSETIiELMLRRWSKLEKDFKTKNGRYDI SKI PDI Y 

DCI KYDVQHNGFLEIRKTQWELYRLSKALADI VI PQE 

YGITKAEKLEIAKGYCTPLVRKIRSDLQRTQDDDTVN 

KLHPVYSRGVLSPERHVRTRLYFTSESHVHSLLSILR 

YGALCNESKDEQWKRAMDYLNVVNELNYMTQIVIMLY 

i7TYDNrvTvr.Q QRTTD T7UVRT jit? Q PRAKGCREDKNLPSGYG 

YRPASRENEGRRPFKIDNDDEPHTSKRDEVDRAVIIiF 

KPMVSEPIHIHRKSPLPRSRKTATNDEESPIjSVSSPE 

GTGTWLHYTSGVGTGRRRRRSGEQITSSPVS PKSLAF 

XSSI FGS WQQWSENANYLRTPRTLVEQKQNPTVGSH 

CAGLFSTSVLGGSSSAPNLQDYARTHRKKIjTSSGCID 

DATRGS AVKRFYI S FARHPTNGFELYSMVPS I C PLET 

LHNALSLKQVDEFLASIASPSSDVPRKTAEISSTALR 

SSPIMRKKVSIiNTYTPAKILPTPPATLKSTKASSKPA 

TSGPSSAVVPNTSSRKKNITSKTETHEHKKNTGKKK 


2289 


A 


3 


552 


FIDDEIiATEWSLTMETLTKVLARNLYSLiDLSDIiPLDK 
LSEQKQKKHKGKGVGHEFQKVSVDKSFSRGWSRDQPG 
QAPMRQRSATTTGSPGTEKARSIVRQKTVDIDDAQIL 
PRSTRVRHFSQSEETGNEVFGALNEEQPLPRSSSTSD 
ILBPFTVERAKGAVPVIDSSSRHAPSLQSFTEASS 


2290 


A 


3 


147 


QPLNHYFICSSHNTYLVGDQLCX3QSSVEGYIRCSGGR 
BGVQLMRGTM 


2291 




1 


498 


MDLCQKNETDLENAENNEIQFTEETBPTYTCPDGKSE 
KNHVYCLLDVSDITLEQDEKAKEFI IGTGWEEAPPQR 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 

mi rlpf) tide 

location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
yt=possible nucleotide deletion,=possible nucleotide 
insertion) 











SSPAVGLRQPGLPGPHLLGPTGGRKGIiGGTRHQGPEE 
EQRNAFGTAWTPETHPTRGHTGRTEAAVAGGDARPEG 
RLLGSRQLNRLPDAETQ 


2292 


A 


963 


5 


LDFLCHRDMGDNITS ITEFLLLGFPVGPRI QMLLFGL 
FSLFYVFTIiLGNGTIIiGLISLDSRLHAPMYFFLSHLX 
AVVDIAYACNTVPRMLVNLLHPAKPI SFAGRMMQTFL 
FSTFAVTECLLLWMSYDIjYV\ AI CHPLRYIiAIMTWR 
VCITLAVTSWTTGVLLSIilHLVLLLPLPFCRPQKIYH 
FFCBI I1AVI1KLACADTHINENMVI1AGAI sglvgplst 
IWSYMCILCAIIjQIQSREVQRKAFCTCFSHLCVIGL 
FYGTAI IMYVGPRYGNPKEQKKYIaliLFHSLFNPMLNP 
LICSLRNSEVKNTIiKRVLGVERAL 


2293 


A 


1306 


158 


ISYCPKFPNRDQRDKDGDGVGDACDSCPDVSNPNQSD 
VDNDLVGDSCDTNQDSDGDGHQDSTDNCPTVINSAQL 
DTDKDGIGDECDDDDDNDGI PDLVPPGPDNCRLVPNP 
AQBDSNSDGVGDICBSDFDQDQVTDRIDVCPENAEVT 
LTDFRAYQTWIiDPEGDAQ I D PNWWLNQGME I VQTM 
NSDPGLAVGYTAF \ NGVDFEGT FHVNTQTDDD YAGF I 
FGYQDSSSFYVVMWKQTEQTYWQATPFRAVAEPGIQli 
KAVKSKTGPGEHLRNSLWHTGDTSDQVRLLWKDSRNV 
GWKDKVSYRWFIjQHRPQVGYIRVRFYEGSELVADSGV 
TIDTTMRGGRLGVFCFSQENI I WSNLKYRCNDTI PED 
FQEFQTQNFDRFDN 


2294 


A 


4701 


866 


DAPGRPPVRLPTMELEDGWYQEEPGGSGAVMSERVS 
GLAGSI YREFERLIVRYDEEWKELI PLWAVLENLD 
S VF AQDQEHQVELEIiLRDDNEQL I TQYERE KALRKHA 
EEKFIEFEDSQEQEKKDLQTRVESIjESQTRQLEIiKAK 

nyadqi s ilieereaelkkeynalhqrhtemi hnymeh 
lertklhqlsgsdqlbstahsrirkerpislgifplp 
agdglltpdaqkggetpgseqwkfqelsqprshtslk 
delsdvsqggskattpastansdvati ptdtplkeen 
egfvkvtdapnkseiskhievqvaqetrnvstgsaen 
eeksevqaiiestpeldmdkdiisgykgsstptkgien 
kafdrnteslfeelssagsgiilgdvdegadliigmgre 
vknli lentqliietkralni vkndl iakvdeltcekd 

VIjQGELiEAVKQAKIjKLEEKNREIiEEELRKARAEAEDA 
RQKAKDDDDSDI PTAQRKRFTRVEMARVLMERNQYKE 
RLMELQEAVRWTEMIRASRENPAMQEKKRSSIWQFFS 
RLFSSSSNTTKKPEPPVNIjKYNAPTSHVTPSVKKRSS 
TIiSQLPGDKSKAFDFIiSEETEASIiASRREQKREQYRQ 
VKAHVQKEDGRVQAFGWSLPQKYKQVTNGQGENKMKN 
LPVPVYLRPLDKKOTSMKLWGAVGVNLSGGKTRDGGS 
VVGASVFYKDVAGLDTEGSKQRSASQSSIiDKLDQELK 
EQQKELKNQEELSSLVWICTSTHSATKVLIIDAVQPG 
NILDSFTVCNSHVLCIASVPGARETDYPAGEDLSESG 
QVDKASLCGSMTSNSSAETDSIiLGGlTWGCSAEGVT 
GAATSPSTNGASPVMDKPPEMEAENSEVDENVPTAEE 
\ ATEATEGNAGS AEDTV\ DI SQTGVYTEHVFTDPLG\ 
VQIPEDLSPVYQSSNDSDAYKDQISVLPNEQDLVREE 
AQKMS SLLPTMWLGAQNGCLYVHS SVAQWRICCLHS I K 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

npntide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deietion,=possible nucleotide 
insertion) 










LKDSILSIVHVKGI VLVALADGTLAI FHRGVDGQWDL 
SNYHLLDLGRPHHS I RCMTVVHDKVWCGYRNKI YWQ 
PKAMKI EKS FDAHPRKESQVRQLAWVGDGVWVS I RliD 
STLRLYHAHTYQHLQDVDIEPYVSKMLGTGKLGPSFV 
RITALMVSCNRIiWVGTGNGVI I SI PLTBTVILHQGRIi 
LGLRANKTSGVPGNRPGSVIRVYGDENSDKVTPGTFI 
PYCSMAHAQLCFHGHRDAVKFFVAVPGQVTSPQSSSS 
GTDLTGDKGRGHLHRSLWRRP 


2295 


A 


1 


1668 


AAAAAAGAFAGRRAACGAVLLTELLERAAFYGITSNL 
VLFLNGAPFCWEGAQASEALLLFMGLTYLGS PFGGWL 
ADARLGRARAI IJjSLALYIJ^MIiAFPLIjAAPATRAAL 
CGSARIlLNCTAPGPDAAARCCSPATFAGLVLVGLGVA 
TVKANI TPFGADQVKDRGPEATRRFFNWFYWS INIjGA 

ilslggi ayiqqnvsfvtgyai ptvcvglafwflcg 
qsvfitkppdgsaftdmfkiltysccsqkrsgerqsn 
gegigvfqqsskqslfdsckmshggpfteekvedvka 
lvki vpvflali pywtvyfqmqttyvlqslhlri pei 
snitttphtlpaawltmfdavliiilli plkdklvdpi 

LRRHGIiliPSSLKRIAVGMFFVMCSAFAAGILESKRIiN 
LVKEKTINQTIGNWYHAADLSLWWQVPQYLLIGISE 
I FAS I AGLEFAYSAAPKSMQSAIMGLFFFFSGVGSFV 
GSGIJiALVSIKAIGWMSSHTDFGNINGCYLtmfFFIiL 
AAIQGATLLLFLI I SVKYDHHRDHQRSRANGVPTSRR 
A 


2296 


A 


132 


695 


TQRAATPLPNSPQEAAILGSRRNQAGRVREKVYRSIiP 
GPAFLGESWKRLSVLQESFSHLTPRQSQMRKSDIFPK 
SLPSQFFGSFGKPVACVTCACSLQLLKFI PEKSDIDL 
LVYRIDHYQQRIiQALFFKKKFQERIiAEAKPKVEGRAE 
GCRRIiRVESYLIMIIiEKHFPDILNMPSKLQHLPEAAK 
VK 


2297 


A 


5 


505 


CKKCQKKFSSGYQLILHHRVHVIERPYECKECGKNFR 
SGYQLTLHQRFHTGEKPYECTECGKNFRSGYQIiTVHQ 
RFHTGEKTYECTQCGKAFI YASHI AQHERIHTGGKPY 
ECQECXSRAFSQGGHIiRIHQRVHTGEKPYKCKECGKTF 
STRSXLVEHGRVHTDEKPY 


2298 


A 


102 


449 


PAPASGFTQTWGDACDPAAPQRPLEACFSVQSRTSSP 
MEPPI PQS APLTPNSVMVQPLLDSRMSHSRLQHPLTI 
LPIIX3VKTSHVEKDYIDNPSIiALTTGPKRTRGGAPEL 
APTPA 


2299 


A 


402 


2624 


MAESRGRLYLWMCLAAAIASFIMGFMVGWFIKPLKET 
TTSVRYHQSIRWKLVSEMKAENI KS FLRSFTKLPHLA 
GTEQNFIiLAKKI QTQWKKFGLDSAKLVHYDVLLS YPN 
ETNANYI S I VDEHETEI FKTS YLE PP PDGYENVTNI V 
PPYNAFSAQGMPEGDLVYVNYARTEDFFKLEREMGIN 
CTGKIVIARYGKI FRGNKVKNAMLAGAIGI ILYSDPA 
DYFAPEVQPYPKGWNLPGTAAQRGNVLNLNGAGDPLT 
PGYPAKEYTFRXiDVEEGVGI PRI PVHPI GYNDAE I LL 
RYIiGGIAPPDKSWKGALNVSYSIGPGFTGSDSFRKVR 
MHVYNINKITRIYNVVGTIRGSVEPDRYVIIiGGHRDS 
WVFGAIDPTSGVAVLQEIARSFGKLMSKGWRPRRTI I 
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SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










FASWDAEEFGLLGSTEWAEENVKILQERSIAYI NSDS 
SIEGNYTLRVDCTPLLYQIiVYKLTKEIPSPDDGFESK 
FLYESWVEKDPSPENKNLPRINKLGSGSDFBAYFQRL 
GIASGRARYTKNKKTDKYSSYPVYHTIYETFELVEKP 
YDPTFKKQLSVAQLRGALVYELVDSKI I PFNIQDYAE 
AIiKNYAASI YNLSKKHDQQLTDHGVS FDSLFSAVKNF 
SEAASDFHKRLIQVDLNNPIAVRMMNDQIJflliLERAFI 
DPLGLPGKLFYRHIIFAPSSHNKYAGKSFPGIYDAIF 
DIENKANSRIiAWKEVKKHISIAAFTIQAAAGTLKEVli 
* 


2300 


A 


74 


Z>Z\J 


PGVGPCLSVPPSAPSLVFRSVAGGAGMAKRGLEPSPA 
AVAAIiPPEVRAQLAELELELSEGDI TQKGYEKKRSKL 
IjSPYS PQTQETDSAVQKELRNQTPAPSAAQTSAPSKY 
HRTRSGGARDERYRSGEEKLQNGQLNRFPNSSMNCVS 


2301 


A 


6256 


5813 


MALQLWALTLLGLLGAGASIiRPRKLDFFRSEKEIiNHL 
AVDEASGVVYLGAVNAIjYQLDAKLQLEQQVATGPVIiD 
NKKCTPPIKASQCHEAEMTDNWQLLLVDPPRKRIiVE 
CGQLLKGIIiRSARPEQHLPPPVIiRGRQRGEVFRGQQ* 


2302 


A 


402 


578 


MPTYWIi/^RPGLQPFLLHFLLEWI^WCCKIMVIiAA 
AGLLPTLHMASFFSNALYNCFY 


2303 


A 


186 


1338 


TRMSRHEGVSCDACLKGNFRGRRYKCLICYDYDLCAS 

/-nrr?CP A TTTT? WTTTiW PMOT* T TjTRVDFDIiYYGGEAFSV 

EQPQSFTCPYCGKMGYTETSLQEHVTSEHAETSTEVI 
CPICAALPGGDPNHVTDDFAAHLTLEHRAPRDLDESS 
GVRHVRRMFHPGRGLGGPRARRSNMHFTS s s TGGLS s 
SQSSYSPSNREAMDPIAELLSQLSGVRRSAGGQLNSS 
GPSASQLQQLQr^IiQLERQHAQAARQQIiETARNATRR 
TNTSSVTTTITQSTATTOIT^NTESSQQTLQNSQFLLT 
RLTOPKMSETERQSMESERADRSLWQELLLSTLVRE 
ES SS SDEDDRGEMADFGAMGCVDIMPl^VZUiKNliNIiK 
ESNKGNEPPPPPL ! 


2304 


A 


126 


397 


PLTEIX5SPGPPPEGFKDLRNQRPPPHTGPWRGPGPSG 
PPRSGQVPDNSTRCFLSDFWSPQGDQRPSCPYTGARP 
RQGAAQHLRCPSRRRR 


2305 


A 


3 


457 


RAFDVRRKKSLRPCCPRDFHAGCLTVSGPSTVMGAVG 
ESLSVQCRYEBKYKTFNKYWCRQPCLPIWHEMVETGG 
SEGWRSDQVI I TDHPGDLTFTVTLENLTADDAGKYR 
CGIATILQKDGLSGFLPDPFFQVQVLVSSASSTENSV 
KTP 


2306 


A 


1 


1117 


NSRVDDFVAVMAPRTLVLIiLSGALALTQTWAGSHSMR 

YFFTSVSRPGRGEPRPIAVGYVDDTQFVRFDSDAASQ 

RMEPRAPWIEQEGPEYWDGETRKVKAHSQTHRVDLGT 

LRGYYNQSEAGSHTVQRMYGCDVGSDWRFLRGYHQYA 

YDGKDYIAIiKEDLRSWTAADMAAQTTKHKWEAAIWAE 

QLRAYI»EGTCVEWLRRYIjENGKET^ 

HPI SDHEATIiRCWAIiSFYPAEITLTWQRDGEDQTQDT 

ELVETRPAGDGTFQKWAAVWPSGQEQRYTCHVQHEG 

LPKPLTLRWEPSSQPTI PIVGI I AGLVLFGAVI TGAV 

VAAVMWRRKSSDRKGGSYSQAASSDSAQGSDVSLTAC 

KV 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 

lira i oUiiou 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 

loot ouutiu 

acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 


2307 


A 




i -7 X 


DAWVAHASGELPPQTTKTLARFI PEVAYAYPKSKPLT 
TQI KI KKPP KVTMKTGKSLLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQ YS VHENQLQMATSLDRRGN / Y 
TGFITSYIiEKAYI PVVNDVLQVGLPLPDFLAMNYNIiA 
ELDIVENALMLDLKLG 


2308 


A 




A Q*1 

** y j. 


DAWVAHASGELPPQTTKTLARFI PBVAVAYPKS KPLT 
TQIKIKKPPKVTMKTGK3LLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQYSVHENQLQMATSLDRRGN/Y 
TGFITSYLEEAYI P WNDVLQVGLPL PDFLAMNYNLA 
ELDIVENALMLDLKLG 


2309 


A 


3 




DAWVAHASGELPPQTTKTLARFI PBVAVAYPKS KPLT 
TQIKIKKPPKVTMKTGKSLLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQYSVHENQLQMATSLDRRGN/Y 
TGFITSYLEEAYI PVVNDVLQVGLPLPDFLAMNYNIiA 
ELDIVENALMLDLKLG 


2310 


A 


3 


491 


DAWVAHASGELPPQTTKTLARFI PBVAVAYPKS KPLT 
TQIKIKKPPKVTMKTGKSLLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQYSVHENQLQMATSLDRRGN/Y 
TGFITSYLEEAYIPWNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


2311 


A 


75 


739 


APRAAPRLTMVSRMVSTMLSGLLFWLASGWTPAFAYS 
PRTPDRVSEADIQRLLHGVMEQLGIARPRVEYPAHQA 
MNLVGPQSIEGGAHEGLQHLGPFGNI PNI VAELTGDN 
I PKDFSEDQGYPDPPNPCPVGKTADDGCLENTPDTAE 
FSREFQLHQHLFDPEHDYPGLGKWNKKLLYGKMKGGE 
RRKRRSVNPYLQGQRLDNWAKKSVPHFSDEDKDPE 


2312 


A 


2 


606 


PSIRKHGTHPFPPT*SSPSGSC\SHCIAHSQCRQSPP 
HASC*RGSRWG* SGRAGWPAPGCR* AAPGLAGS AHPR 
PPPSNPRCPPPDAGPPGSGDPGLAAPEPSNHGRQHTA 
AAAAAGESQRHGRPGLAA*QPPLDTGPAARGSPPAPP 
GARPRGGGRQHRPQGLPQAQPQ*APGVRAAPRAAAPP 
\GHAGPDQAPEKAARTRG 


2313 


A 


42 


706 


PRGQMASTGLELLCa4TLAVLGWLGTLVSCALPLW^ 
AFIGNSIWAQWWEGLWMSCWQSTGQMQCKVYDSL 
LALPQDLQAARALCVIALLLALLGLLVAITGAQCTTC 
VEDEGAKARI VLTAGVILLLAGILVLI PVCWTAHAI I 
QDFYNPLVAEALKRELGAS LYLGWAAAALLMIXX2GLL 
CCTCPPPQVERPRGPRLGYS I PSRSGASGLDKRDYV 


2314 


A 


2 


484 


FVANMLCGLSRETPGEADDGPYSKGGKDAGGADVCLA 
CRRQSIPEEFRGITWELIKKEGSTLGLTISGGTDKD 
GKPRVSNLRPGGLAARSDLLNIGDYIRSVNGIHLTRL 
RHDEI I TLLKNVGERWL/ EAPKNN PRI I SKTVDVSL 
YKEGNSFGFVLRGQ 


2315 


A 


326 


2002 


GLSRMSTETELQVAVKTSAKKDSRKKGQDRSEATLIK 
RFKGEGVRYKAKLIGIDEVSAARGDKLCQDSMMKLKG 
WAGARSKGEHKQKI FLTI SFGGIKIFDEKTGALQHH 
HAVHEISYIAKDITDHRAFGYVCGKEGNHRFVAIKTA 
QAAE PVI LDLRDLFQLI YELKQREELEKKAQKDKQCE 
QAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETEEN 
IYQVPTSQKKEGVYDVPKSQPVSAVTQLELFGDMSTP 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 
peptide 

»ei| ileum 


Amino acid sequence (X=Unknown, *=Stop codon, 
possible nucleotide deletion,=possible nucleotide 
insertion) 










PDITSPPTPATPGDAFIPSSSQTIiPASADVFSSVPFG 
TAAVPSGYVAMGAVLPSFWGQQPLVQQQMVMGAQPPV 
AQVMPGAQPIAWGQPGLFPATQQPWPTVAGQPPPAAF 
MPTQTVMPLPAAMFQGPXiTPLATVPGTSDSTRS S PQT 
DKPRQKMGKETFKDFQMAQPPPVPSRKPDQPSLTCTS 
EAFSS YFNKVGVAQDTDDCDDFDI SQLNLTPVTSTTP 
STNS PPTPAPRQSS PSKSSASHASDPTTDDI FEEGFE 
SPSKSEEQEAPDGSQASSNSDPFGEPSGBPSGDNI SP 
QGR 


2316 


A 


132 


428 


VNVLNQEIEAFSLSEDTSSGLPEDRWSVSFRVLYPI 
VITSLGVFYDANDVGFQRNITVKLYQAEQEEALFIAR 
FSPPSCGVQVNKLWYKPVEQFIIiPE 


2317 


A 


2334 


1226 


TAAAPVAPGTMDDATVLRKKGYIVGINLGKGSYAKVK 

SAYSERIjKFNVAVKI iarkktptdfverflpremdil 

ATVNHGSI IKTYEI FETSDGRI YI IMELGVQGDLLEF 
I KCQGALHEDYARKMFRQLSS AVKYCHDLDI VHRDLK 
CKNLLiLDKDFNI KLSDFGFSKRCLRDSNGRI ILSKTF 
CGSAAYAAPBVLQSI PYQPKVYDIWSLGVTLYIMVCG 
SMPYDDSDIRKMIiRIQKEHRVDFPRSKNIjTCECKDLI 
YRMLQ\PDVS\KRIiHIDEILSHSWLQPPKPK\ATSSA 
SFKREGEGKYRAECKLDTKTGLRPDHRPDHKLGAKTQ 
HRLLWPENENRMEDRIiAETSRAKDHHI SGAEVGKAS 
T 


2318 


A 




R4 ft 


TRYATPLAPGPGHPFSCSRRMATHHTLWMGIiALLGVL 
GDLQAAPEAQVSVQPNFQQDKFLGRWFS AGLASNS SW 
IiREKKAALSMCKSVVTyPATIX^IjNLTSTFIiRKNQCET 
RmLLQPAGSLGSYSYRSPHWGSTYSVSVVETDYDQY 
ALLYSQGSKGPGEDFRMATLYSRTQTPRAELKEKFTA 
FCKAQGFTEDTIVFLPQTDKCMTEQ 


2319 


A 


2 


394 


AI HVRCLLS PGHTAGHMS YFLWEDDC PDP PALFSGDA 
I^YAGCGSO^GSAQQMYQSIiAELGTLPPBTKVFCGH 
EHTLSNLEFAQKVEPCNDHKRDEDDVPTVPSTLGEER 
LYNPFLRVAEE PVRKFTGKA 


2320 


A 


2 


762 


LEEVLKSELSGNFEKTAIiALLDHPSEYAARQLQKAMK 
GLGTDESVLI EFLCTRTNKE 1 1 AI KEAYQRLFDRSLE 
SNVKGDTSGNLKKI LVSLLQANRNEGDDVDKDIiAGQD 
AKDLYDAGEGRWGTDELAFNEVIiAKRSYKQLRATFQA 
YQILIGKDI EEAI EEETSGDLQKAYLTLVRCAQDCED 
YFAERLYKSMKGAGTDEETLIRI IVTRAEVDLQGIKA 
KFQEKYQKSIiSDMTOSIXrSGDFRiQjLVAIxLH 


2321 


A 


3 


1335 


QHSSRAGI SSVAMPWAPLGHSGSHQLCVTFSSLHCLT 
RRNMHQMTDGLDKPGQIRWPLAITLAIAWILVYFCIW 
KGVGWTGKWYFSATYPYIMLI ILFFRGVTLPGAKEG 
ILFYITPNFRKLSDSEVWLDAATQIFFSYGLGLGSLI 
ALGS YNSFHNNVYRDSI I VCC INSCTSMFAGFVI FS I 
VGFMAHVTKRS I ADVAASGPGLAFLAYPEAVTQLPI S 
PLWAILFFSMLLMLGIDSQFCTVEGFITALVDEYPRL 
LRNRRELFI AAVCI I S YLIGLSNITQGGI YVFKLFDY 
YS ASGMSIjLFIiVFFECVS I S WFYGVNRFYDNIQEMVG 
SRPCIWWKLCWSFFTPIIVAGVFIFSAVQMTPLTMGN 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 

Ifimfinri nf 

first amino 
acid residue 
of peptide 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=^5top codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










YVFPKWGQGVGWLMALSSMVLI PGYMAYMFLTLKGSL 
KQRIQVMVQPSEDIVRPENGPEQPQAGSSTSKEAYI 


2322 


A 


775 


945 


MMYI LLVPLTLWLLIEMI HCLQNGDHRRTRPPTETGW 
LPLRFHLRTGKILRYLRGE* 


2323 


A 


197 


598 


MSAIjRPIJjLIiliLPLCPGPGPGPGSEAKVTRSa^ETRQ 
VLGARGYSLNL I PPALI SGEHLRVCPQE YTCCS SETE 
QRLIRETEATFRGLVEDSGSFLVHTLAARHRKFDEFF 
LEMLFETLAFFCPDLS SHSTGA* 


2324 


A 


2031 


56 


GTAETFHSVHFCPQPVPKAPESPSLDSALASPLDPQA 
LACTPASPPDSQPPASPQDSEALDFETPSSSLAPQTP 
DSAIASETIiASPQSIiPPASPLLEDREEGDLGKASELA 
ETPKEEKAEGAAMLELVGSILRGCVPGVYRVQTVPSA 
RRPVVKFCHRPSGI1HGDVSLSNRI1AI1HNSRFLSLCSE 
LDGRWPLVYTLRCWAQGRGLSGSGPIjIiSNYALTLLV 
I YFLQTRD PPVLPTVSQLTQKAGEGEQVBVDGWDCSF 
PRDASRLEPSINVEPLSSLIiAQFFSCVSCWDIiRGSLL 
QT ,P "Rem AT *PVAfifniPSNIjWEGIiRIjGPLNIjODPFDLSH 
NVAANVTSRVAGRJjQNCCRAAANYCRSLQYQRRSSRG 
RDWGLLPLLQPSS PSSLLSATPI PLPLAPFTQLTAAL 
VQVFREALGCHI E Q ATKRTRS EGGGTGE S SQGGTSKR 
LKVDGQKNCCEEGKEEQQGCAGDGGEDRVEEMVIEVG 
EMVQDWAMQS PGQPGDLPLTTGKHGAPGEEGQPSHAA 
LAERGPKGHEAAQEWSQGEAGKGASLPSSASWRCALW 
HRWQGRRRARRRLQQQTKEGAGGGAGTRAGWLATEA 
QVTQELKGLSGGEERPETEPLLSFVASVS PADRMLTV 
TPLQDPQGLFPDIiHHFLQVFLPQAIRHLK 


2325 


A 


3 


262 


SLSMCREVHVYEYI PSVRQTELCHYHELYYDAACTLG 
AYHPIiLYEKIjLVQRIiNMGTQGDLHRKGKVVLPGFQAV 
HCPAPSPVIPHS 


2326 


A 


241 


1449 


A^LCKGCFFVTHVLVIILPSIiQSPPTFGFTJLDIIX3VL 

VRGHRVI paalkafrrlvnsqgqlrvpvvfvtnagni 

LQHS KAQELS ALIjGCEVDADQVI LSHS PMKLFS E YHE 
KRMLVSGQGPVMENAQGT^FRNVVTVDEIiRMAFPTJ^D 
MVDLERRLKTTPLPRNDFPRI EGVLLLGEPVRWETSL 
QLIMDVLLSNGSPGAGI1ATPPYPHLPVI1ASNMDI1LWM 
AEAKMPRFGHGTFIiLCLETIYQKVTGKELRYEGLMGK 
PS I LTYQYAEDLIRRQAERRGWAAP I RKLYAVGDNPM 
SDWGANliFHQYLQKATHEKSAPELGAGGTRQQQPSAS 
QSCISILVCTGVYNPRNPQSTEPVLGGGEPPFHGHRD 
I^FSPGLMEASHVVNDVNEAVQIiVFRKEGWALE 


2327 


A 


241 


1449 


ASLCKGCFFVTHVLVIILPSLQSPP1TGFLLDIDGVL 
VRGHRVI PAALKAFRRLWSQGQIiRVPVVFVTNAGNI 
LQHSKAQELSALLGCEVDADQVILSHSPMKLFSEYHE 
KRMLVSGQGPVMENAQGLGFRNWTVDELRMAFPLLD 
MVDLBRRLKTTPLPRNDFPRI EGVLLLGEPVRWETSL 
QLIMDVLLSNGSPGAGLATPPYPHLPVLASNMDLLWM 
AEAKMPRFGHGTFLLCLETI YQKVTGKELRYEGLMGK 
PSILTYQYAEDLIRRQAERRGWAAPIRKLYAVGDNPM 
SDVYGAmiFHQYLQKATHDGAPELGAGGTRQQQPSAS 
QSCISILVCTGVYNPRNPQSTEPVLGGGEPPFHGHRD 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
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Predicted 
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nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,<=possible nucleotide 
insertion) 










LCFSPGIMEASHVVNDVNEAVQLVFRKEGWALE 


2328 


A 


1 


359 


I SGBS I YWSQKPTPS SNAS PWSEPAAVDVELTAYALL 
AQLTKPSLTQKEI AKATS I VAWLAKQRNAYGGFSSTQ 
DTVVALQALAKYATTAYVPSBEINLVVKSTENFQRTF 
NIQAVNRM 


2329 


A 


1 


359 


I SGES IYWSQKPTPSSNAS PWSEPAAVDVELTAYALL 
AQLTKPSLTQKBIAKATSIVAWLAKQRNAYGGFSSTQ 
DTVVAIX2ALAKYATTAYVPSEEINLVVKSTENFQRTF 
NIQAVNRM 


2330 


A 


1 1 


359 


I SGES IYWSQKPTPSSNAS PWSEPAAVDVELTAYALL 
AQLTKPSLTQKEIAKATSIVAWLAKQRNAYGGFSSTQ 
DTVVALQALAKYATTAYVPSEEINLVVKSTENFQRTF 
NIQAVNRM 


2331 


A 


1 


359 


I SGESIYWSQKPTPSSNAS PWSEPAAVDVELTAYALL 
AQLTKPSLTQKEIAKATSIVAWLAKQRNAYGGFSSTQ 
DTWALQALAKYATTAYVPSEE INLWKSTENFQRTF 
NIQAVNRM 


2332 


A 


1 


359 


I SGESI YWSQKPTPS SNASPWSEPAAVDVELTAYALL 
AQLTKPSLTQKEI AKATS I VAWLAKQRNAYGGFSSTQ 
DTVVALQALAKYATTAYWSEEINLVVKSTENFQRTF 
NIQAVNRM 


2333 


A 


21 


446 


MESAWVESGVLVGWCLLLACPATATGPEVAQPEVD 
TTLGRVRGRQVGVKGTDRLVNVFLGI PFAQPPLGPDR 
FSAPHPAQPWEGVRDASTAPPMCLQDVESMNSSRFVL 
NGKQQI FSVSEDCLVLNVYS PAEVPAGSGRP 


2334 


A 


320 


171 


AASTTDGSYKCLCLPGYVPSDKPNYCTPLNTALNLEK 
CPFGLPHLSGSS 


2335 


A 


351 


49 


PASPPRWGCWGCWGRWDCFASRSPWARS*SRRPPRST 
AAAPRS PARPRTCAGCTRRTWKTGRPARSRRSGRTPR 
AGR*K* SPGSGTRTSRPGGRRRPAGAR 


2336 


A 


3 


813 


THASENAHGQASSFANFLVRTYLGKDAGFDSEI FKRS 
TFGPSVEFTSVLKPVFAREKBPFSLSCLFSEDVLDAE 
S IQWFRDGSLLRSSRRRKILYTDRQASLKVSCTYKED 
EGLYMVRVPSPFGPREQSTYVLVRDAEAENPGAPGSP 
LNVRCLDVNRDCL I LTWAPPSDTRGNP I TAYTI ERCQ 
GESGEWIACHEAPGGTCRCPIQGLVBGQSYRFRVRAI 
SRVGSSVPSKASELWMGDHDAARRKTEI PFDLGNKI 
TISTDAFEDTV 


2337 


A 


834 


628 


DIREYK*NN PLVHMRTDET* MTMK* *MVKEKKIVKED 
WRKVHLAS*QSFPSFFVIEHSKAIRGSWFPQL 


2338 


A 


834 


628 


DIREYK*NNPLVHMRTDET*MTMK* *MVKEKKIVKKU 
WRKVHLAS *QSFPSFFVI EHS KAIRGS WFPQL 


2339 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVS SCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 
C 


2340 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
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beginning 
nucleotide 
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first amino 
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Amino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletion =possib!e nucleotide 
insertion) 










QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 
C 


2341 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 
C 


2342 


A 


38 


1435 


ACL I CFRIGRGNCSRKI CEEFLNPQI LLTLBLWTLA 
GKNKCRCWTMXiETLSRQWI VS HRMEMWLLI LVAYMFQ 
RNVNSVHMPTKAVDPEAFMNISBIIQHQGYPCEEYEV 
ATEDGYILSVNRIPRGLVQPKKTGSRPWLLQHGLVG 
GASNWISNLPNNSLGFILADAGFDVWMGNSRGNAWSR 
KHKTLS IDQDBFWAFS YDEMARFDLPAVINFILQKTG 
QEKI YYVGYSQGTTMGFI AFSTMPELAQKI KMYFALA 
PIATVKHAKSPGTKFLLLPDMMI KGLFGKKEFLYQTR 
FLRQLVIYLCGQVILDQICSNIMLLLGGFNTNNMNMS 
RASVYAAHTLAGTSVQNILHWSQAVNSGELRAFDWGS 
ETKNLBKCNQPTPWYRVRDMTVPTAMWTGGQDWLSN 
PEDVKMLLSEVTNLI YHKNI PEWAHVDFI WGLDAPHR 
MYNEI IHLMHQEETQPFPRTA 


2343 


A 


38 


1435 


ACLI CFRIGRGNCSRKI CEEFLNPQILLTLELVVTLA 
GKNKCRCWTMLETLSRQWIVSHRMEMWLLILVAYMFQ 
RNVNSVHMPTKAVDPEAFMNI SEI IQHQGYPCEEYEV 
ATEDGYILSVNRI PRGLVQPKKTGSRPVVLLQHGLVG 
GASNWISNLPNNSLGFIIiADAGFDVWMGNSRGNAWSR 
KHKTLSIDQDEFWAFSYDEMARFDLPAVINFILQKTG 
QEKI YYVGYSQGTTMGFIAFSTMPELAQKI KMYFALA 
PIATVKHAKS PGTKFLLLPDMMI KGLFGKKE FLYQTR 
FLRQLVIYLCGQVILDQICSNIMLLLGGFNTNNMNMS 
RASVYAAHTLAGTSVQNILHWSQAVNSGELRAFDWGS 
ETKNLEKCNQPTPTOYRVRDMTVPTAMWTGGQDWLSN 
PEDVKMLLSEVTNLI YHKNI PEWAHVDFI WGLDAPHR 
MYNEI IHLMHQEETQPFPRTA 


2344 


A 


91 


1042 


VTMYKDCIESTGDYFLLCDAEGPWGI ILESLAILGI V 
VTILLLI1AFLFLMRKIQDCSQWNVLPTQI1LFLLSVLG 
LFGLAFAFIIELNQQTAPTOYFLFGVLFALCFSCLLA 
HASNLVKLVRGCVSFSWTTILCIAIGCSLLQI I IATE 
YVTLIMTRGMMFVNMTPCQLNVDFVVLLVYVLFLMAL 
TFFVSKATFCGPCENWKQHGRLIFITVLFSIIIWWW 
ISMLLRGNPQFQRQPQWDDPVVCIALVTNAWVFLLLY 
IVPELCILYRSCRQECPLQGNACPVTAYQHSFQVENQ 
ELSRDKWKVLLNSDFLSHSGA 


2345 


A 


2 


669 


AHTMVPEEEPQDREKGLWWVQVKVWSMAWSILLLSV 
CFTVSSVVPHNFMYSKTVKRLSKLREYQQYHSSLTCV 
MEGKDI BDWSCCPTPWTSFQS SCYFI STGMQSWTKSQ 
KNCSVMGADLWINTREEQDFI IQNLKRNSS YFLGLS 
DPGGRRHWQWVDQTPYNEN\ SREYRMRFWHSGEPNNL 
DERCAI INFRSSEEWGWNDIHCHVPQKSICKMKKI YI 


2346 


A 


2 


669 


AHTMVPEEEPQDREKGLWWQVKVWSMAWS ILLLSV 
CFTVS S WPHNFMYS KTVKRL S KLRE YQQ YHS S LTCV 
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n> 


Method 


Predicted 
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nucleotide 
location of 
last amino 
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sequence 


acid 

residue of 

peptide 
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MEGKDIBDWSCCPTPWTSFQSSCYPISTGMQSWTKSQ 
KNCS VMGADLWINTREEQD F 1 1 QNLKRNS S YFLGL S 
DPGGRRHWQWVDQTPYNEN\SREYRMRFWHSGEPNNL 
DERCAIINFRSSEEWGWNDIHCHVTQKSICKMKKIYI 


2347 


A 


1 


2093 


^VLNSWAQVIHWPQPPKVLGLQPLBKTQYGFLGTDR 

VEEKTSVITIRVSVTHRHNSYMEAENLTELSKFLLLG 

LSDDPELQPVLFGLFLSMYLVTVLGNLLI ILAVSSDS 

HLHTPMYFFLSNLSFVDICFISTTVPKMLVSIQARSK 

D I S YMGCLTQVYFLMMF AGMDTFljIiAVMAYDRFVAl C 

HPLHYTVIMNPCLCGLLVLAS WFI I FWFSLVHI LLMK 

RLTFSTGTEI PHFFCEPAQVLKVACSNTLLNNIVLYV 

ATALLGVFPVAGILFSYSQIVSSLMGMSSTKGKYKAF 

STCGSHLCWSLFYGTGLGVYIiSSAVTHSSQSSSTAS 

VMYAMVTPMLNPFIYSLRNKDVKGALERLLSRADSCL 

IjRCPSYTEPQNLTGVSBFLIiLGIiSEDPBLQPVJjAGLF 

LSMYLVTVLGNLLIILAVSSDSHLHTPMYFFLSN^ 

ADIGFTSTTVPKMIVDMQTHSRVISYEGCLTQMSFFV 

LFACMDDMLLS VMAYDRFVAI CHPLHYRI IMNPRLCG 

FLILLSFFISLLDSQLHNIjIMLQLTCFKDVDISNFFC 

DPSQLLHLRCSDTFI2TEMVIYFMGAIFGCLPISGILF 

SYYKIVSPILRVPTSDGKYKAFSTCGSHLAVVCLFYG 

TGLVGYLSSAVLPS PRKSMVASVMYTWTPMLNPFI Y 

SLRNKDIQS ALCRLHGRI I KSHHLHPFCYMG 


2348 


A 


773 


317 


QCTQKAAEGYTQFYYVDVLDGKLACVNKCTKGTKSQM 
NCNLGTCQLQRSGPRCLCPNTNTHWYWGETCEFNIAK 
SLVYGI VGAVMAVLLLALI ILI ILFSLSQ\RKRHRPE 
SEGEADFGLENATNNFG\PTLETVDSGTELHIQ\RPE 
MVASTV 


2349 


A 


55 


414 


MALTGYSWLLLSATFLNVGAEISITLEPAQPSEGDNV 
TliWHGLSGELLAYSWYAGPTIiSVSYLVASYIVSTGD 
ETPGPAHTXREAVRPDGSLDIQGILPRHSSTYIIiQTF 

NRQLQTEVG 


2350 


A 


1 


790 


RGYNPNVNAGIINSFATAAFRFGHTLINPILYRLNAT 
LGEISEGHLPFHKALFSPSRI IKEGGIDPVLRGLFGV 
AAKWRAPSYLLS PELTQRLFSAAYSAAVDSAATI IQR 
GRDHGI PPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGSPGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML / STQFQRLRDGDRFWYENPGVFTPAQLTQIiKQASL 
SRVLCDNGDS IQQVQADVF / RKRQEYPQDYLNCKRE S 
PNVDPAKC 


2351 


A 


1 


790 


RGYNPKVNAGI INSFATAAFRFGHTLINPILYRLNAT 
IX3EISEGHLPFHKALFSPSRIIKEGGIDPVLRGLFGV 
AAKWRAPSYIiLSPELTQRLFSAAYSAAVDSAATI IQR 

GRDHGI ppyvdfrvfcnlts vknfedlqneikdse ir 
qklrklygspgdidlwpalmvedlipgtrvgptlmc/ 
ml/ stqfqrlrdgdrfwyenpgvftpaqltqlkqasl 
srvlcdngdsiqqvqadvf/rkrqeypqdylnckres 
pnvdpakc 


2352 


A 


1 


671 


nflprrllltgppqvgktgsylqflrilfrmlirlle 
vdvydeeeintdhnessevsqsegepwpdiesfskmp 



WO 2004/080148 



PCT/US2003/030720 



665 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 

acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 
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FDVSVHDPKYSLMSLVYTEKLAGVKQEVI KBSKVEEP 
RKRKTVS I MLTKYAAYNTFHHCEQ CRQ YKD FTS AS QM 
SDSTLHAFTFSSSMLGEEVQLYFIIPKSKESHFVFSK 
QGKHLESMRLPLVSDKNLNAVKSPIFTPSSG*HEHGH 
v 


2353 


A 


2 


805 


RELHKEVEVAKRNLAQQKI I SEMESKLVEQQLAEENK 
LiKEQKNMKEIiVVNLLRMTQIKIDEKEQKSKDFLKAQ 
QKYTNIVKEMKAKDLBIRIHKKKKCEIYRRLREFAKL 
YDTIRNERNKFVNLIjHKAHQK^/NEIKERHKMSLNEI^ 
ILRNSAVSQBRKLQNSMLKHANNVTIRESMQNDVRKI 
VSKLQKMKEKKBAQIiNNIDRLAKrriTMIEEEMVQLRK 
RYEKAVQHRNERRGLSPGMITKDRFLPVYGEITTRNI 
QLEKKLMGL 


2354 


A 


a59 


1028 


MGLCVPPAVTTSPLSLGLEWDIiNVRIjHGQHLVQQLVL 
RTVRGYLETPQPEKALAIjSFHGWSGTGKNFVARMIjVE 
NLYRIX3LMSDCVRMFIATFHPPHPKYVDLYKEQLMSQ 
I RETQQLCHQTLF I FDEAEKLHPGLI1EVLGPHI1ERRA 
PBGHRAESPWTIFLFLSNIiRGDI INEWIiKLLKAGWS 
RBEI TMEHLEPHLQAEI VETI DNGFGHSRLVKENLID 
YFI PFLPLEYRHVRLCARDAFLSQELLYKEETLDEI A 
QMMVYVPKEEQLFSSQGCKSI SQRINYFLS* 


2355 


A 


736 


17 


♦RAMNFSICFIiEIGSI *TGRYCKTVLCKLRAVL* SFR 
VLNITKAYLVLFSSLYKNLICSSVRSVPLKKFLKSLS 
SILRDRFFK*T*NPRGERERVLLGDFE*DRFRKCLSL 
IPLGGECSSDLLRTSPSLTALPPNSIHCCSDPCITSI 
NIiEPIKLL*HIiRPPEASTHEANFTMASPLFRPS*CFK 
KZTPSTHKPEKKTRTSSSFTR*GKPRRNK*GFSAFNG 
LVFLGLKLPCPVPLV*NP 


2356 


A 


506 


1317 


GRTSSGKAGMWKPGAESWPLHTGAAQVMWFEKLYAGL 
QCVEKYLIYPAVVIjNALTVDAHTVVSHPDKYCFYCRA 
LLMTVAGLKLLRSAFCCPPQQYLTLAFTVLLra 
RLSQGFLLDYFLMSIiLCSKLWDIJ^YKLRFVLTYIAPW 
QITWGSAFHAFAQPFAVPHSAMLFVQAIiLSGLFSTPL 
NPIjIjGS AVF IMS YARPIiKFWERD YNTKRVDHSNTRLV 
TQLDRNPGADDNNLNS I FYEHLTRSLQHTLCGDLVLG 
RWGNYGPGDCF 


2357 


A 


506 


1317 


GRTSSGKAGMWKPGAESWPLHTGAAQVMWFEKLYAGL 
QCVEKYLIYPAVVLNALTVDAHTWSHPDKYCFYCRA 
LLMTVAGLKLLRSAFCC P PQQYLTLAFTVIiLFHFDYP 
RLSQGFLLDYFLMSliLCSKLWDLLYKLRFVLTYIAPW 
QITWGSAFHAFAQPFAVPHSAMLFVQALLSGLFSTPL 
NPLLGSAVFIMSYARPLKFWERD YNTKRVDHSNTRLV 
TQLDRNPGADDNNLNS I FYEHLTRSLQHTLCGDLVLG 
RWGNYGPGDCF 


2358 


A 


3 


301 


STATWAGVQWCNLSSLQPIiPSGFKPFSCLSLPGSWDH 
RHLPPCPANFLYCFFLVEMGFHYVGQAGLKLLT/S/G 
DLCAS APQSAGSTGVNHRVRLGLLI YI P 


2359 


A 


326 


1379 


PEPHAVQCAELRHQQPRDPQRLQQDGSADAPAERKPH 
CGGERAHGSG\ FLAMLLVLGLCGAAYRPTEEIDLRSV 
GWGNI FQLPFKHVRDYRLRHLVPFFI YSGFEVLFACT 
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GIALGYGVCSVGLERLAYLLV\AYSLGASAASLLG\L 
LGLWLPRPVPLVAGAGVHLLLTFILFF\WAPVPRVLQ 
HS WI LYVAAALWGVGS AIiNKTGLS TXJjGI L YEDKERQ 
DFIFTIYHWWQAVAIFTVYLGSSLHMKAKLE\VLLVT 
LVAAAVS YLRMEQKLRRGVAPRQPR\ I PRPQHKVRG\ 
YRYLQAHNSDESDPEGEHADAAQEEAPPAGPRPGP\E 
PAGLGRRPC P YEQAQGGD\ GPEEQ 


2360 


A 


2 


1397 


LRAGEDMAASASAAAGEEDWVLPSEVEVLES I YLDEL 
QVI KGNGRTSPWEI YITLHPATAEDQDSQYVCFTLVL 
QVPAEYPHEVPQI S IRNPRGLSDBQIHTI LQVLGHVA 
KAGLGTAMLYELI EKGKE I LTDNNI PHGQCVI CLYGF 
QEKEAFTKTPCYHYFHCHCIiARYIQHMEQELKAQGQE 
QEQERQHATTKQKAVGVQCPVCREPLVYDLASLKAAP 
EPQQPMELYQPSAESLRQQEERKRLYQRQQERGGI ID 
LEAERNRYFISLQQPPAPAEPESAVDVSKGSQPPSTL 
AAELSTSPAVQSTLPPPLPVATQHI CEKI PGTRSNQQ 
RLGETQKAMLDPPKPSRGPWRQPERRHPKGGECHAPK 
GTRDTQELPPPEGPLKE PMDLKPEPHSQGVEGPPQEK 
GPGSWQGPPPRRTRDCVRWERSKGRTPGSSYPRLPRG 
QGAYRPGTRRESLGLESKDGS 


2361 


A 


718 


305 


SEQEPLLGDTPGSREWDILETEEHYKSRWRSIRILYL 
TMFLSSVGFSVVMMSIWPYLQKIDPTADTSFLGWVXA 
SYSLGQMVASPI FGLWSNYRPRKEPLI VS I LI SVAAN 
CLYAYLHI PASHNKYYMLVARGLLGIG 


2362 


A 


169 


879 


MTAEFLSLLCLGLCLGYEDEKKNEKPPKPSLHAWPSS 
VVEAESNVTLKCQAHSQNWFVIiRKVNDSGYKQEQSS 
AENEAEFPFTDLKPKDAGRYFCAYKTTASHEWSESSE 
HLQLVVTDKHDELEAPSMKTDTRTI FVAI FSCI S ILL 
LFLSVFIIYRCSQHSSSSEESTKRTSHSKLPEQEAAE 
ADLSNMERVSLSTADPQGVTYAELSTSALSEAASDTT 
OEPPGSHEYAALKV* 




A 


J.OI7 


879 


MTAEFLSLLCLGLCIjGYEDEKKNEKPPKPSLHAWPSS 
VVEAESNVTLKCQAHSQNVTFVLRKVNDSGYKQEQSS 
AENEAEFPFTDLKPKDAGRYFCAYKTTASHEWSESSE 
HLQLVVTDKHDEIiEAPSMKTDTRTI FVAI FSCI S I LL 
LFLSVFIIYRCSQHSSSSEESTKRTSHSKLPEQEAAE 
ADLSNMERVSLSTADPQGVTYAELSTSALSEAASDTT 
QEPPGSHEYAALKV* 


2364 


A 


43 1 


369 


AAAWGLAAWGEGPTDATSCWEVGAGGPGNSRPNQTVS 
raDLNSASTVVLQVLTOATSQOTAVLKPABBQLKQWET 
QPGFYSVLLN I FTNHTLD INVRWLAVLYFKHGI DR 


2365 


A 


4272 


1534 


CHGLQHLTPFRELNLSLQG*EPH*AA*QAVRSEEKSI 
C*GSPSCHLVLGVLVPVARQSSHSAGPAQSAFR*TGT 
GSGTPKAAEQSGYWEAYTLGHQHWNMFPIQRPPLVMK 
GRRIMCGKCEKG*VSDSVTGGRAVAGEQASQRRTVFT 
AGGGECLGAKSVRASVFTGNQPGVMGLLNGKRGGCFE 
SGYLFGFIVIGKIQSLEAKVPLPVNGQTGERASPGNC 
RIHIVDAVC*SEHH*DHFLAAAFLENSTIIS*VAPGS 
WQDHAVLQKEVQASVRCRGFESVDTAPAGFWAHS PPG 
LQGE PTTTS VSLFVLAPQDGEGVPFVEGQLVTVLGLV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X*=Unknown, * c! Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










VPQS I RHTFVHHTQLFLHP I - KLGALDVAFLHLLTLV 
CSSFNVAYG* GKNGGTTLHQLFAEVNAVTRGSAVQRR 
PSITISSIHVOTKIQQBLHDVMVAGADGVVQWGDPFV 
VGLAGI FHLIDDPLHQIELSFQRRV* BQCQGVKPDSQ 
PVPRPLRVGLLQVGPLVRGGGRRVAGRGKRCWRDLLF 
PWRWGLSHRTRDLLRGGDRGHVWIVLCRIjGSLVGGIi 
GTDELLWFGGR* LI 1 1 GI * * RGRLSGEWGCGLGRGEL 
FQVSIGIGVSIVHIGQGDHEVLGGAGLVBRGALHATG 
QGVEAIiVQQLLDVGPAGALGLCDGAALFQGPGRVGQL 
PAEGIiQVCI TLVAQWRMHDGRELGGAEWPWQALHGAA 
I CGVGGAILLKALSQYFLKGG * RLWCARGQ * PVKKRQ 
RRWRG*TRR*NGLTIHCFN*LI*GAVCCRLVTIiRWCG 
LLEVHGVYGT* IHCLGSFPGRLWP* PFISQERPNGHC 
QWE FRLAVP S WKCRWS RWRVRGTWR YGNPLLNLIj * GA 
WLGGAACGGQQGGPLSTWQACTGPGQAAFLPPFQGAC 
RPRTQRCRTWVCPIAWRQLLAYTRD 


2366 


A 


193 


366 


MYGMLEWPI SMYFVAFLHCFLCSGGNIiGDSFQALPEL 
CANCSSSPRVLCCVVMSPLP* 


2367 


A 


1038 


1402 


YYQISSLPSIVGNGIFLWLLICIFIiAKQGGSRL*FQP 
FGRPRGGGHIiRSGVLGQPGQHGETP/ SFFYNSKISPA 
LWGPPVT PSALGGEAGKSL* PRRQRFQRGGI APLPSR 
VRGRAKLFLKKK 


Zooo 


A 


*±0\J 


226 


MHFLATFAIiFFI FGVFFLFAVLTNLIiLAEEVNI RGGN 
FLGS FLVHTLFLDQVPGEITHDSHLVLAI TINTAS PK 
FSSSIFFYQL* 


2369 


A 


259 


941 


PVSWSIjNSCRFFFFF * DQSLPS W/ QAGSGQ* RNLDS 
L\QPLASRFK* FSSSRIiL\ SSW\DYRHMA™ARLI FI 
FLVEMGF\TMLARLVLNFLTSSDPPTSAFPKWLGLQG 
VKPNTRAVGFN* * IjGYYS I ILYHSNS PGTDL VF I LF I 
YLFTYIiFLRQEQNSAAQARVQ*WHNIjGSIjQSPPPGV\ 
H* FLCLSLPSSWDYRCAPPHQANFFIFSRDGVS PCWP 
GWS*TPDLR 


9T7D 




1676 


1197 


MAIiRHLTVIiLAGLLVGVAS KSMENTAQLPECCVD WGV 
NASCPGASLCGPGCYRRWNADGSASCVRCGNGTLPAY 
NGSBCKSFAGPGAPFPMNRSSCTPGRPHPGAPRYAAS 
LFIjGTFFISSGLILSVAGFFYLKRSSKLPRACYRRNK 
APALQPGERJjQ* 


2371 


A 


1078 


594 


VGMELPAVNLKVIIJ^HWIiLTTWGCIWSGSYAWANF 
TILALGVWAVAQRDSIDAI SMFLGGIiLATI FLDIVHI 
S I F YPRVSLTDTGRFGVGMAI lslllkpls ccfvyhm 
yrerggbllvhtgflgssqdrsayqtidsaeapadpf 
avpegrsqdargy 


2372 


A 


3 


517 


hegreletgqgrqs svgaaqgtgvragvragttqs gr 

RRARVSGRIiAEVSMASVAWAVLKVLLLLPTQTWSPVG 
AGNPPDCDAPLASALPRSSFSSSSELSSSHGPGFSRL 
NRRDGAGGWTPIiVSNKYQWLQIDIjGERMEVTAVATQG 
GYGSSDWVTSYLiLMFSDGGRNWK 


2373 


A 


3 


517 


HEGRELETGQGRQSSVGAAQGTGVRAGVRAGTTQSGR 
RRARVSGRLAEVSMAS VAWAVLKVLLLLPTQTWS PVG 
AGNPPDCDAPLASALPRSSFSSSSELSSSHGPGFSRL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
endinc 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop cod on, 
/^possible nucleotide deIetiou,=possible nucleotide 
insertion) 










NRRDGAGGWTPLVSNKYQWLQIDLGERMEVTAVATQG 
GYGSSDWVTSYLLMFSDGGRNWK 


z j / *± 






1078 


GRVGWELWCMYI S PPKDWWDAGDPSLPIRTPAMIGCS 

FVVNRKFFGEIGLLDPGMDVYGGENIEIASIK^^ 

SMEVLPCSRVAHIERKKKPYNSNIGFYTKRNALRVAE 

VWMDDYKSHVYIAWNLPLENPGIDIGDVSERRALRKS 

LKCKNFQWYLDHWPEMRRYNNTVAYGELR^ 

CLTOGPLENHTAILYPCHGWGPQLARYTKBGFLH^^ 

LGTTTLLPPTR C T »VTTM S T? T . PQT ,T .nrDTO/K'fiRTjYKR 

WNFIQNGAIMNKGTGRCLEVENRGLAGIDLILRSCTG 

QRWTIKNSI K* REGAGALEPGPQDMAAPPNI WTSCPG 

GETARGRQVIiDGPPRASPGQHRDPG 


2375 


A 


2 


630 


ESNSRCRKMPGERCRGGPARLSTiT.T.nLPTRPLPHPRQ 
VIDFGSASI PSEVRYVKEPYIQSRFYRAPEIIiLGLPF 
CEKVDWSLGCVMDEIiHLGWPLYPGNNEYDQVRYICE 
TQGLPKPHLLHAACKAHHFFKRNPHPDAANPWQLKS S 
ADYIiAETKVRPLERRlCY>ILKSIiDQIETVNGGSVASRL 
TFPDREALABHADLKSMVEIiI SAC 


2376 


A 


17 


273 


PRTGMGCCLPGADPABIRS S PS PSWSTAGSQGCWMTS 
FSPCSCAPCCSSGCACTTGFVSREKESV 


91*77 




1164 


464 


APWPLPLLRSPQSRPHSLGSLFPSLPGIiAELDLQRTL 
SLQAPPVKEGPLFIHRTKGKGPIaMSSSFKKLYFSLTT 
EALSFAKTPSSKCVNELNQWLSALRKVSINNTGLLGS 
YHPGVFRGDKWSCCHQKEKTGQGCDKTRSRVTLQEWN 
DPLDHDLEAQLIYRHLLGVEAMLWERHRELSGGAEAG 
TVPTS PGKVPEDSLARLLRVLQDLREAHSSSPAGS PP 
SEPNCLLELQT 


2378 


A 


706 


951 


MRCGWGPLGCLGTGAPAGWMVLGS PRSQLQRARWSRA 
SLSAFGWEIRLRPEGPKAPRQLLLVALESETLGVHGG 
ATPLHCL* 


2379 


A 


2 


456 


CVNTFGSYICKCHKGFDLMYIGGKYQCHDIDECSI/3Q 
YQCS SFARC YNVRGS YKCKCKEGYQGDGLTCVYI PKV 
MIEPSGPIHVPKGNGTILKGDTGNNNWIPDVGSTWWP 
PKTPYI PPI ITNRPTSKPTTRPTPKPTPIPTPPPPPR 
IPP 


2380 


A 


3 


1435 


LRRHFFFPPSFPPLLLPSLPLSSPLSSFPPRSAGACW 
GERLVLQALALRGRPAGSWRGEEAGTAMAPQKHGGGG 
GGGSGPSAGSGGGGFGGSAAVAAATASGGKSGGGSCG 
GGGSYSASSSSSAAAAAGAAVLPVKKPKMEHVQADHE 
LFIjQAFEKPTQ I YRFL * TRNL I AP I FLHRTLTYMSHR 
NSRTNIKRKTFKVDDWLSKVEKMKGEQESHSLSAHLQ 
LTFTGFFHKNDKPSPNSENEQNSVTIjEVIiLVKVCHKK 
RKDVSCPIRQVPTGKKQVPLNPDLNQTKPGNFPSIiAV 
SSNEFEPSNSHMVKSYSLLFRVTRPGRREFNGMINGE 
TNBNIDVNEELPARRKRNREDGEKTFVAQMTVFDKNR 
RLQLLDGEYEVAMQEMEECPI SKKRATWETILDGKRL 
PPFETFSQGPTLQFTLRWTGETNDKSTAPIAKPIiATR 
NSESLHQENKPGSVKPTQTIAVKESLTTDLQKK 


2381 


A 


20 


1748 


KPFWGLSLNKTERLQLSHGGCKARTAVRAGVFYRAV 
LQPLTLAQGGLPGGSGK/ EGSSGCAGTDVGEQASGHR 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deIetioiv=possibIe nucleotide 
insertion) 










ALS *QAVTPAPS * MGHPLSGS * GHQLEPQAGTS PNPA 
LVTLGHSRPQFPQL-GEALGRRGWPQPVS - * PGVSIR 
ET* EAARRGSASARQGRPSS * QGTC* I *RT/ AGVKKT 
PAGQAREGQL* GGTAACGAVGPERVGIS PS \QEHGPG 
GRRGVRVDKDTPAESHPHSI PSNKGI PbKJU^AVir t\3A 
PVPPSLTPLSHKATLPSSLTGGRGGGGGKADCSGBPG 
CPVLCQQMPPFHLPLAPASDHPGSAPGIiQPPQRKPEG 
LPGRCRSDPSGVPTAPESGPGPGEPRP/ GTQDALVWP 
CLGPCSGPSQDIiGSGGTCCsb JbC~oKHHFirlJlrKfc r ± ** v/io 
S * GQAGLSFAHPS PP/ SRAELGQDANATPPSA* R/ GS 
PAQRGINNWGGPVGGAGWAR/ PGQEATPAGTE YG * DC 
PSVGSPQAQDGGQGRRCEGGG\PGPW*HH*AHSPCGA 

■m nnt.innnnn pp» 7iTWT3 A 7\ /'V' 7\ DOf* AfTYTi ADDA D\7~Qf 

AGCWPRCRRS S AADQRAAQtaAFFUAfci ivaAAKKAK V ts\* 
PAGAAGSAAARTRNRPAG* QSAPPGRTRGS 


2382 


A 


84 


428 


MSERVERNWSTGGWLLALCLAWLVmnjTIiAALQPPTA 
TVLVQQGTCEVIAAHRCCNRNRI EERSQTVKCSCFSG 
QVAGTTRAKPSCVDDLLIiAAHCARRDPRAAL^^ 
PPSS 


2383 


A 


84 


428 


MSERVERNWSTGGWLLALCIiAWLWTHLTLAAI^ 
TVLVQQGTCEVIAAHRCCNRNRIEERSQTVKCSCFSG 
QVAGTTRAKPSCVDDLLLAAHCARRDPRAAI^^ 
PPSS 


2384 


A 


1919 


3044 


HQGPSTPPSWAMSGPPTPLSREDWHQGPSTPPSWAMS 
EPPT/ SSIQGLASGAVHTIIjLGDVRAI xifals^VIbLi 
VSQVSRAAQMAVPS SRILQLSKPKAPATLLE \EWDPV 
PKPKPHVSDHNRLLHLAKVPRKEGSGKKVGAFPEIKG 
PEAFRDKARAMESQSNDMPFDELLALYGYEASDPISD 
RESEGGDVDPNLPDMTLDKEQIAKDLLSGEEBEETQS 
SADDLTPSVTSHEASDIiFPNRSGCLIiAGEAESSRGIiL 
PRAQPVPRGAGLADNSRGALLRAHGTVRVGTTATVKP 
ADAPPESPRDRRSRNDSHRPTGPSESERQPQSNQPTL 
liLRGHGTIRVRTTATVKPADAPAES PRDRRSRNDSHG 
QSSRRSC 


2385 


A 


1206 


2266 


RHLLTIFHKIjKIYKTINKIDFKKl^VivJ^ -Lit- 

LFFSSEMVKNQTMVTEFIjLLGFIjLGPRIQMIiIJ 

LFYVFTLIX^GTIIiGLISLDSRIiHTPMYFFIiSHLAVV 

NI AYACNTVPQMLVNIiLHPAKPI S FAGCMT* TFLFLS 

FAHTECLLLVLMSYDRYVAICHPIiRYFI IMTWKVCIT 

IiAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 

ILSVLRLACADTWLNQWI FAACMFILVGPLCIjVLVS 

YSHILAAIIiRIQSGEGRRKAFSTCSSHLCVVGLFFGS 

AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 

LRNVEVKGALRRALCKESHS 


2386 


A 


1206 


2266 


RHLLTI FHKLKI YKTINKIDFKKKRVTQLLWCLFLC 
LFFSSEMVKNQTMVTEFIiLLGFLLGPRIQMLLFGLFS 
LFYVFTLLGNGTILGLI SLDSRIiHTPMYFFLSHIiAW 
NIAYACNTVPQ^VNIJjHPAKPI SFAGCMT* TFLFLS 
FAHTECLLLVLMSYDRYVAICHPIiRYFI IMTWKVCIT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
ILS VLRLACADTWLNQVVI FAACMFILVGPLCLVLVS 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue ui 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 

rn on ^ 
lilac I ii imj 










YSHIIiAAILRIQSGEGRRKAFSTCSSHLCWGLFPGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
T.RNVEVKGALRRALCKESHS 


2387 


A 


176 


371 


HFYFCFSDINLAAEPKVNRGKAGVKRSAAEMYGSVTE 
HPSPSPLLRSGTLIiFITAIiCPSVGIFSF 


2388 


A 


3870 


3673 


NTQCI PEGLES YYAEQDS SAREKFYTVINHYNIiAKQS 
I TRSVS PWMSVLSEEKLSEQETEAAEKS A 


2389 


A 


1 


542 


SGSSHASDGSGFQELRICSEDQTPLIAQlCSLPMARy 

NRGLDRTKVPIFLGIQGGSRCLACVETEEGPSLQLED 
VNIEELYKGGEEATRFTFFQSSSGSAFRLEAAAWPGW 
FLCGPAEPQQPVQLTKESEPSARTKFYFEQSW 


2390 


A 


3 


569 


II!NERIiANYIjQKVRMIiERENAELESKIQEES1JJ!US1iPV 
LCPDYLSYYTTIEELQQKILCTKAENSRLVSQIDNTK 

t miinnT nutrvuMJXreT DOT T TO OT\2VMflT.TTOTT.M\7T. 1*7" .fi 
JjT ADM! iR AKYhAJs V o IiK\J J-» V i£> o JJilN Vaxi Jxv J- V J-i A J-iVa 

KADLEAQVQSIiKEEIiLCLKNNHKEEINSLQCQLGERL 
DIEVTAAPSADLNQVLQEMRCQYEPIMETNRKDVEQW 
FNTQ 


2391 


A 


3 


581 


GRRLRSEPRPARPPIARAWPPAPGADGRARRTRVPAP 
CLPRAPCYGVRPRAWRPRPARLRGGLVRWIiLSGGPQP 

RAWGLALCSPHSCSGAAWGPTTGSQRSWPAVARSWQG 
DSSRCPALRTTTVTAGSKAAIiPESAAEVSPMSSSPGR 
KRSGFAA 


2392 


C 


175 


454 


wp gt .pt?t .dot s\ YWfnRT iKVRXKTOGRGF PLPGS PASA 
SHASWTAIiVKGVGSGQAQEAEGSEEQEIGESPGQSQG 
VAGAGIiGLNEGQVPRMXTR 


2393 


A 


157 


396 


GGGWTSCSTOFLEMNQVLETKl^IJjQQLDIiNN 

t .I2PT T .T?rzv T crKTT ,p KTYT .KTIjSGDRVRIiDSEIjRSVRDVV 

EDYKKR 


2394 


A 


126 


561 


WKMKKMCNWLRI INOTPDMARAAVDEAIQEGLEVWSK 
VTPLKFTKI SKGI ADIMI AFRTRVHGRCPRYFDGPLG 
VLGHAFPPGPGLG^DTHFDEDENOT 
YGHDGCIiAHAFPPGPGIGGDVHFDNDETRTKDFR 


2395 


A 


126 


561 


WKMKKMCNWLRI INYTPDMARAAVDEAIQEGLEVWSK 
VTPLKFTKISKGIADIMIAFRTRVHGRCPRYFDGPLG 
VLGHAFPPGPGLGGDTHFDED^ 
YGHIX3CIAHAFPPGPGIGGDVHFDNDETRTKDFR 


2396 


A 


1 


1452 


MAEIxRPSGAPGPTAPPAPGPTAPPAFASLFPPGLHTVI 
YGEOIRLYPIXJPNPLQVTAIVKYWIXMPDPI^ 
RNVGS PS AN I PEHWHYI S FGLSDLYGDNRVHEFTGTD 
GPSGFGFELTFRLKRETGESAPPTWPAELMQGLARYV 
FQSENTFCSGDHVSWHSPLDNSESRIQHMIiLTEDPQM 
QPVQTPFGVVTFLQIVGVCTEEIiHSAQQWNGQGI LEL 
LRTVPIAGGPWIiITDMRRGETIFEIDPHLQERVDKGI 
ETIXSSNLSGVSAKCAWDDIiSRPPEDDEDSRSICIGTQ 
PRRljSGKM'EQIRETLRRGlxEINSKPVLPPINPQRQN 
GLAHDRAPSRKDSLESDSSTAI I PHELIRTRQLESVH 
LKFNQESGALI PIXTLRGRliliHGRHFTYKS ITGDMAIT 
FVSTGVEGAFATEEHPYAAHGPWLQILLTEEFVEKML 
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TABLE 7 



SEQ 


Method 


Predicted 

Hwrinnirio 


Predicted 

pndino 

vUUUIg 

nucleotide 
location of 

lief nmino 

acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


nucleotide 
location of 

Iual UlUillU 

acid residue 
of peptide 
sequence 










EDLEDLTSPEEFKLPKEYSWPEKKLKVS ILPDWFDS 
PLH 


2397 


A 


126 


434 


MCTKTI PVLWGCFLLWNLYVSS SQTIYPGIKARITQR 
ALDYGVQAGMKMIEQMI1KEKKLPDLSGSESI1EPLKVD 
YVNYNFSNI KI SAFSFPNTSLAFVPGVGI 


2398 


A 


1489 


290 


FRPLATE PRGS S PVQLVS STMS WTLPLLFLNLGGEM 
T ,VT T .nop T i"R AONI PGDKARKVTiNDI I STMFNRKFMEE 
LFKPQELYSKKALRTVYERIiAHASIMKLNQASMDKIiY 
DLMlMAFKyQVLLCPRPKDVLLVTFNHLDTIKGFIRD 
SPTILQQVDETLRQLTBIYGGLSAGEFQLIRQTLLIP 
FQDLHIRVSMFLKDKVQNNNGRFVLPVSGPVPWGTEV 
PGLIRMFNNKGBEVKRIEFKHGGNYVPAPKEGSFEFY 
GDRVLKLCTNMYS WQPVETHVSGS SKNIiASWTQES I 
APNPLAKEELNFLARIiMGGMEIKKPSGPEPGFRLNLF 
TTDEEEEQAALTRPEELSYEVINIQATQDQQRSEELA 
RIMGEFEITEQPRLSTSKGDDIiLAMMDEIi 


2399 


A 


1489 


290 


FRPLATEPRGSSPVQLVSSTMSWTLPLLFLNLGGEM 

t vtt nr\DT.o inwT tt^nif 7A"D'Pr\7T.MTlT TQTMTTMRTfVMRR 
J_i X X 1 1 1 J\J K J iK A^jlM JL r\jlJlvrii\_rv V Xir* j_/ J- _L o ±ric ix i\_r\~r iwa 

LFKPQELYSKKALRTVYERIiAHASIMKLNQASMDKLY 
DLMTMAFKYQVLLCPRPKI)VLLVTFNHIiDTI KGF I RD 
SPTILQQVDETLRQLTEIYGGLSAGEFQLIRQTLLIF 
FQDLHIRVSMFLKDKVQNNNGRFVLPVSGPVPWGTEV 
PGLIRMFNNKGEEVKRIEFKHGGNYVPAPKEGSFEFY 
GDRVLKLGTNMYSVNQPVETHVSGS S KNIiAS WTQES I 
APNPLAKEELNFLARLMGGME I KKPSGPE PGFRLNIiF 
TTDEEEEQAALTRPEELSYEVINIQATQDQQRSEBLA 
RIMGEFEI TEQPRIiSTSKGDDLLAMMDEL 


24 00 


TV 


1 ">1 A 
±Z J-fi 


1j J f 


NKINMFIAA1jFTIAKT\WNQPK\CPTMIDWIKKRGSS 
RVASSSSPTRTR 


2401 


A 






MILINFRE I CIJCV1>HTPIXVSGGCVIjLYIIjA^ 
NSLLI SHLP PLSLPTETQTHIiFMYRVIiKVRKDI KNHV 
FHPTYbVAKETETYGEELI PLPPCREHQD* 


2402 


A 


919 


1439 


KLKDFFFEMEYCSVAQAGVQWSLQPPSPWFKQFSYVS 
LPSSWDYSHLPPCPANLFIiVEMRFHLVGQAGIiKriliTS 
GDPPASASRSAGI IGVSHHAWPKIKRFYETKWLPILS 
IQ^SGLFIWALLFFCFVLHFCSI IWGNSLEVFPESV 
CRHtHCECVLCTQKHNVSYESITQPV 


2403 


A 


74 


226 


MSSWPRMLAHCFYIiLKALSSSYLIKEMTIMPOTiLS 
LCILTHLNLPTPL* 


2404 


A 


255 


369 


PTESAPGLGFCFPDFGQSLPNEKQTSAI \LSDHQQSQ 
LC 


2405 


A 


5671 


1873 


grereeelqwrrrrrqrrgaaapaapaggieavnmas 
as yhi snllekmts sdkdfrfmatndlmtelqkds i k 
ldddserkwkmilklledkngevqnlavkclgplvs 
kvkeyqveti votlctnmlsdkeqlrdi s siglktvi 

GELPPASSGSALAANVCKKITGRIjTSAIAKQEDVSVQ 

lealdimadmlsrqggllvnfhpsiltcllpqltspr 
lavrkrti ialghlvmscgni vfvdli ehllselskn 
dsmsttrtyiqciaaisrqaghrigeylekiiplwk 
fcnvdddbiireyciqafes fvrrcpkevyphvsti in 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,^iossible nucleotide 
insertion) 










ICLKYLTYDPNYNYDDEDEDENAMDADGGDDDDQGSD 
DEYSDDDDMSWKVRRAAAKCLDAVVSTRHEMLPEFYK 
TVSP\ALI SRFKEREENVRADVFHAYLSIiLKQTRPVQ 
SWLCDPDAMEQGETPLTMLQSQVPMIVKAIiHKQMKEK 
SVKTRQCCFNMLTELVNVLPGALTQHI PVLVPGI I FS 
LNDKSS SSNLKI DALSCLYVILCNHS PQVFHPHVQAL 
VPP WACVGDPF YKI TSEALLVTQQLVKVTRPLDQPS 
S FDATPYI KDLFTCTI KRLKAAD I DQEVKERAI S CMG 
QI ICNLGDNLGSDLPNTLQI PLERLKNEI TRLTTVKA 
LTLIAGSPLKIDLRPVLGEGVPILASFLRKNQRAIiKL 
GTLSALDILI KNYSDSLTAAMI DAVUDELPPLI SESD 
MHVSQMAISFLTTIiAKVYPSSLSKISGSIliNELIGLV 
RSPLLQGGALSAMLDFFQALVVTGTNN^ 
TGPVYSQSTALTHKQS YYS IAKCVAALTRACPKEGPA 
WGQFIQDVKNSRSTDS IRIJjAIiLSIjGEVGHHI DLSG 
QLELKSVILEAFSSPSEEVKSAASYALGSISVGNLPE 

ir~r nrnrr nnTrncnnTTDnVT T T TJCT VTPT TCCIS C\7\7f3T,VT3 

YLiPFvIjQBI io^F-tvKy^ I ililiHoljlvcii. JLoo/^j V Vvjj-iiN-f 
YVKNIWALLIiKHCECAEEGTRNWAECLGKLTLIDPE 
TLLPRIiKGYLI SGSSYARS SWTAVKFTI SDHPQPID 
PliKNCIGDFLKTLEDPDIjNVRRVALVTFNSAAHNKP 
SLIRDLLDTVLPHLYNETKVRKELIREVEMGPFKHTV 
DDGLDIRKAAFECMYTLLDSCLDRLM 
IiKDHYJDIKMLTFLMLVRLSTLCPSAVLQIUjDRIjVE PL 
RATCTTKVKANSVKQEFEKQDEIiKRSAMRAVAALLTI 

LESMDTS 


2406 


A 


1 


824 


THACALISSRFIILSSFHVIIiNKTKHTCIHTHSLTLK 

KILLGISGTVNGILTLTLISLII^VSQGVLIiKCQKGS 
CSNATQYEDTGDLKVNNGTRRNI SNKDLCASRSADQT 
VT .rn^RWtKTYOGKCYWFSNEMKSWSDSYVYCIjERKSH 
LLIIHDQLEMSLV\QF*AFIQKNLRQLNYVWIGLNFT 
SLKMTWTWVDGSPIDSKIFFIKGPAKENSCAAIKESK 
IFSETCSSVFKWICQY 


2407 


A 


182 


418 


MCCELLAVVIATIillKIGLVVLLYFIKLLIHIEFIKR 
HSILKCBSIFNLNVGIRMYPGQVNFCETLQMIiDGFGR 


2408 


A 


65 


320 


I^MSSLPTAAPALDVDWQSSTTFASCSTDMCIHVCRIj 
GCDRPVKTFQGHTVSESSOIWSRVCENVMWEPILVCL 
ELKATAAADQL 


2409 




923 


358 


AliSCGPFPQPLGDKLFRWWIiLPLSRFLMRVIiDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLSPPRRTPAPPE 
\PGSP\APGEGPSGRKRRRVPRDGRPAGNALTPELAP 
VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTLAS 
PAFD 


2410 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWIiLPLSRFIJ4RVIiDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENE PPEKETIjSPPRRTPAPPE 
\ PGS P\ APGEGPSGRKRRRVPRDGRPAGNALTPEIiAP 
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TABLE 7 



SEQ 


Method 


Predicted 

hpoinnino 
ucviii iii 11 y 

nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

nucleotide 
location of 
last amino 
acid 

residue of 

nonnii a 

pepiiae 
sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










VQIKVEEDFGFEADKALDSSWVSRGPDKLIjPYPTLAS 
PAFD 


2411 


A 


923 


358 


ALSCGPFPQPLGDKIiFRWWIiLPLSRFIMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLS PPRRTPAPPE 
\ PGSP\ APGEGPSGRKRRRVPRDGRPAGNALTPELAP 
VQI KVEEDFGFEADEALDSSWVSRGPDKLLP YPTLAS 
PAFD 


2412 


A 


12 
f 


1154 


GILRQKEREERNRIHKKEILFLEHLLWPSEMSSLSG 

QEAISKEPIVMKNLYWIQKNAYSHKENLQLNQETEAI 
xn?T?T t vpvawnry 1 a t ATTTMTTTnT qphtott ,kt?T . ARRT 

KKKIiliT K KM IN VtA -A -iH-LlVnlM X X J. OlDiUJ ±\£ X UAIUinDJa ± 

GVHI ISGAGFYVDATHSSETRAMSVEQLTDVLMNEIL 

HGADGTSIKCGIIGEIGCSWPLTESERKVLQATAHAQ 

AQLGCP VI IHPGRS SRAPFQI IRILQEAGADISKTVM 

SHLDRTILDKKELLEFAQIK^Y^ 

GPDIDMPDDNKRIRRVRLIiVEEGCEDRILVAHDIHTK 

TRLIVIKYGGHGYSHILTNVVPKMLI^ 

ENPKQWLTFK 


2413 


A 


575 


759 


SVYSASSCKCCNYRKTEQI PDCEQPPASSMPERPSHE 
SQPTPQMMPLSAPSRAEELGQRPG 


2414 


A 


131 


1677 


TOGDDLTRALRARRRRSGSGSNFRVVEPQATGILLFL 
PPPPVCPAPItPLSLLFPAPPAKMNS SDEEKQLQLITS 
LKEQAIGEYEDLRAENQKTKEKCDKIRQERDEAVKKL 
EEFQKI SHMVZEEVNFMQNHLEI EKTCRESAEALATK 

TWVTTKTVTT 1TDTCMT.VM A KT /ZDnVTTRRTWTnTYRnCJTT 

DTDGAAETCVSVQCQKQI KELRDQI VSVQEEKKILAI 
ELENLKSKLVEATtEEVNKVKQEKTVMSE 

T?vnsTP'\7'QMT .ai/PRVlj WMHWr .RT .PKDT ,R KTCARS RAOR 
xSJVvJJM rv V ONXlrV V Ala X lUUny VIM lA&XJfiiI^X/XJ*vJv*\**X>w *- 

MFIEQNKLKRQSHLLLQSSI PIX^LLKALDENAKLTQ 
OI iRRRP TOHOOKVKELEEOIjBNETLHKE I HNLKOOLE 
Ixl^EDKKELKLKYQNSEEKARNLKHSVDELQKRVNQS 
ENSVPPPPPPPPPIiPPPPPNPIRSLMSMIRKRSHPSG 
SGAKKEKATQPETTEEVTDLKRQAVEEMMDRIKKGVH 
LRPWQTARPKTKPESSKGCESAVDELKGILASQ 


2415 


A 


1157 


918 


RSGVTrX^PGQHGEAPSlaLKIQNIiAGRSGGPL*SQI J LR 
REinUjOTjGGGLP*AKIAPRLHPCTPAWVTDRDSVSKK 
KILFP 


2416 


A 


70 


222 


MFCSFPI^ILQVYPTWKNPNVraLTFHTSVFSFPKGVR 
SIiARGI PDHLHS A* 


2417 


A 


163 


531 


MQQMMWAGLLC PQLEVnX^GRACRPCGLLASDAAALWF 
RGGI SAWEDSCAVSNIRHEAYNCHLSVFLNRCANELT 
VQFL 1 1 LAFQ IMXiS CAVI APAVPVFQRLTLKRS GRTS 
LGSTGRLHFCK* 


2418 


A 


60 


266 


MKRLRFVXjRWQMTAFITGAHTITNYSDRRIiYISPLS 
HFFMNSGSSAQSVLSHSYVSQIFFKNVSKYF* 


2419 


A 


218 


1885 


QSDLSTRTQl^ARl^CAKTGBLVGTMKIFCSRANPTT 
GSVEWLEEDEHYD YHQE IARS SYADMLHDKDRNVKYY 
QGIRAAVSRVKDRGQKAXVLDIGTGTGLLSMMAVTAG 
ADFCYAIEVFKPMADAAVKIVEKNGFSDKI KVINKHS 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TEVTVGPEGDMPCRANILVTELFDTBLIGEGALPSYE 
HAHRHLVEENCEAVPHRATVYAQLVBSGRMWSWNKLF 
PT HVOT^T /5ROVT VPPVDVESC PGAPSVCDI OLNOVS 
PADFTVLSDVLPMPSIDPSKQVSSSAACHSRRPBPIiT 
SGRAQWLSWWDIEMDPEGKI KCTMAPFWAHSDPEEM 
QWRDHWMQCVYFLPQEEPWQGSALYLVAHHDDYCVW 
YSLQRTSPEKNERVRQMRPVCX)CQAHLLWNRPRFGEI 
NDQDRTDRYVQALRTVLKPDSVCLOTSDGSLLSVLAH 
HLGVEQVPTVBSSAASHKLLRKIPKANHLEDKINIIE 
KP^ELLTNEDLQGRKVSLIiLGEPFFTTSLLPWHNLYF 
WYTOTAVDQHLGPGAMVMPYAASLHAVVVE FKDLWRI 

XC 


2420 


A 


2121 


1148 


HYIiGSLELGQCGQLSPLPCGLQVALYRSVPTRLIiSRA 
WGRLNQVELPHWLRRPVYSLYIWTFGVNMKEAAVEDL 
HHYRNLSEFFRRKLKPQARPVCGLHSVI SPSDGRILN 
FGQVKNCEVEQVKGVTYSLESFLGPRMCTEDLPFPPA 
ASCDSFKNQLVTREGNELYHCVIYTiAPGDYHCFHSPT 
DWTVSHRRHFPGSI^WPGMARWIKELFCHNERVVL 
TnnWTTPrnT?FC5T,TAVnR7 T MVn c JTRTYT , nRDriHTNSPRH 

X LjL/1mX\X1Vji7 C O Xl X x\ V v3X\ X Vi VVjO XIVX X J? UXSJ /iiixij. vikjr mi 

SKGSYOTFSFVTHxWEGVPMRKGEHLGEFNLGSTIV 
LI FEAPKDFNFQLKTGQKIRFGEALGSL 


2421 


A 


195 


859 


GCPGCCSPRCCIiAGAHSDGPGPGSSCSSRGRQVSGNR 
AWTGPSSQARRSPGLRGQGRLAGARPPSWPE/EDSRV 
pmmKT.*G1CEIjETSA* SOPPSARPPSGCTAPGANRNS 
WTNSSERILRAHF/APLPPSPPPPLEAGG/LPP*GAT 
RGPSAVPSFPSVSGDWGGPVEAGRAGSRAEGEPGRAL 
APSLLCSLPPRFAGSQALGLPWAVTAERWQELRASEIi 
RNR 


2422 


A 


87 


594 


KCLRKSDKALNRVIjQQI \RVPPKMKRGTSLHSRRGKP 
EAPKGSPQINRKSGQEMTAVMQSGRPRSSSTTDAPTG 
SAMMEIACAAAAAAAACLPGEBGTAERIEPJiEVSSIiA 
QTSSAVASSxTCSIHTOSVDGTPDPQRTKAAXAHI^ 
KI LKLTKQI KI AQTARRNRRPG 


2423 


A 


2230 


990 


NSSGVKLI^AIXSLSI^GKDHSIIxHSRmLEKAFI^ 
MGKGAAAERFFSDKETFHDIAQVASEFPGAQHYVGGN 

PESLQEVDEFHLIIiEYQAGEEWGQLKAPHANRFIFSH 
DLSNGAMNMLEVFVSSJ^EFQPDLGGI^ 
KELQRKRIxIxEWTS I SDI PTG I PV\ HLELG\ SMTNRE 
LMSS I V\ IiQQVFPAVTSLGIiNEQEIiLFLTQSASGPHS 
SLSSWNGVPDVO^VSDILFWILKEHGRSKSRASDLTR 
IHFHTLVYHI T^TVlXaHWANQlAAVAAGARVAGTQAC 
ATETIOTSRVSLRAPQEFMTSHSEAGSRIVLNPNKPV 
VEWHREGI SFHFTPVLVCKDPIRTVGLGDAI SAEGLF 
YSEVHPHY 


2424 


A 


122 


505 


MLWExjVUjGB PLWMAPS PS E S SETVLALVNC I S PLK 
YFSDFRPYFTIHDSEFKExTTRTQAPPSVILGVTNPF 
FAKITjQHWPHIIRIGDLKPTGEI PKQVKVKKLKNIiKT 
LDSKPGVYTSYKPYSN* 


2425 


A 


2 


271 


GSVALHVEKLP^PNRLLILHGFLDENVHFFHTNFLV 
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TABLE 7 



SEQ 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unlaiown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 











SQLIRAGKPYQLQVALPPVS PQI YPNERHSIRCPESG 
EHYKVTLLHFLQEYli 


2426 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFIJ3ENVHFFHTNPLV 
SQLIRAGKPYQLQVALPPVS PQI YPNBRHS IRCPBSG 
EHYEVTLLHFLQEYL 


2427 


A 


2 


271 


GSVALHVEKLPNEPNIUjLIIiHGFIiDENVHFFHTNJ^LV 
SQLIRAGKPYQLQVALPPVS PQI YPNERHSIRCPESG 
EHYEVTLLHPLQEYL 


2428 


A 


245 


392 


GPGCIPAALLQPPKDDKKKKDAGKSAKKDKDPVNKSG 
GKAKKKVEIRPL 


2429 


A 


138 


1671 


EAVQVLI KHSADVNARDKNWQTPLHVAAANKAVKCAE 

VI I PLLS SVNVSDRGGRTALHHAALNGHVEMVNLLLA 

KGANINAFDKKDRRALHWAAYMGHLDVVALLINHGAE 

VTCKDKKGYTPLHAAASNGQINWKHLLNLGTO 

NVYGNTALHIACYNGQDAWNELIDYGANVNQPNNNG 

PTPLHFAAASTHGALCLELLVNNGADVNIQSKDGKSP 

LHMTAVHGRFTRSQTLIQNGGEIDCVDKDGNTPLHVA 

ARYGHELLINTLITSGADTAKCGI HSMFPLHLAALNA 

HSDCCRKLLSSGQKYSIVSLFSNEHVIiSAGFEIDTPD 

KFGRTCLHAAAAGGNTOC I KLLQSSGADFHKKDKCGR 

TPLHYAAANCHFHCIETLVTTGANVNETDDWGRTAIjH 

YAAASDMDRNKTI LGNAHDNSEELERARELKEKEATL 

CLEFLLQNDANPSIRDKEGYNSIHYAAAYGHRQCLEL 

LLERTNSGFEESDSGATKS PLHLAVSEMP 


z4 JO 


A 


X« D O 


210 


PWAVSQLASGG\ ATI PGIRGAGRSRPPGILVPACTSE 
G/P/SSQYNFIADWEKTAPAWYIEILDRHPFLGRE 
VPI SNGSGFVVAADGLIVTNAHVVADRRRVRVRLLSG 
DTYEAVVTAVDPVADIATLRIQTKEPLPTLPIiGRSAD 
VRQGEFWAMGSPFALQNTITSGIVSSAQRPARDLGL 
PQTNVEYIQTDAAIDFGNSGGPLVNIiDGEVIGVNTMK 
VTAGISFAI PSDRLREFLHRGEKKNSSSGISGSQRRY 
IGVMMLTLSPSILAELQLREPSFPDVQHGVLIHKVIL 
GSPAHRAGLRPGDVILAIGEQMVQNABDVYEAVRTQS 
QLAVQI RRGRETLTLYVT PEVTE 


2431 


A 


80 


403 


MLWFSGVGALAERYCRRS PGI TCCVLLLLNCSGVPMS 
LASSFLTGSVAKCENEGEVLQIPFITDNPCIMCVCLN 
KEVTCKREKCPVLSRDCALAI KQRGACCEQCKGC ! 


2432 


A 


469 


1020 


GISGKAGGSMRSGSVCSGAAAMPIEEPALRSWQRPFL 
KWAGGKYSLLPELDRLI PAGKRLIEPFVGGGS VFLNS 
DKHERFLLADVSADLINLYQMLAVVPDSVIYEAMKAF 
RHLNDAENYTLI REAFNAQRIJDAVERAAAFLYLNRHC 
FNGLIRYNLDGFFQQGH* ER* RQVFPRQSWQRTDS 


2433 


A 


1 


266 


GHFRVPALGYLDVRIVDTDYSSFAVLYIYKELEGALS 
TMVQL YSRTQDVS PQALKAFQDFYPTLGLPEDMMVML 
PQSNACNPESKEAP 


2434 


A 


2 


1318 


LRKEGRCRRGSNRGVWAAPAEGLGGRGMLGVRCLLRS 
VRFCSSAPFPKHKPSAKLSVRDALGAQNASGERIKIQ 
GWIRSVRSQKEVLFLHVNDGSSLESLQWADSGLDSR 
ELTFGSSVEVQGQLIKSPSKRQNVELKAEKIKVIGNC 
DAKDFPIKYKBRHPLEYLRQYPHFRCRTNVLGSILRI 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residne 

UA ucuuuc 

sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=3top codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










RSEATAAIHSFFKDSGFVHIHTPI ITSNDSEGAGEL.F 
QLEPSGKLKVPEENFFNVPAFLTVSGQLHIiEVMSGAF 
TQVFTFGPTFRAENSQSRRHLAEFYMIEAEISFVDSL 
QDLMQVIEELFKATTMMVLSKCPEDVELCHKFIAPGQ 
KDRL* HMLKNNFLI I SYTEAVEILKQASQNFTFTPEW 
GADLRTEHEKYLVKHCGNI PVFVINYPLTLKPFYMRD 
NEDGPQELEGSVA*HSLGLMILLSIWIGQP 


2435 


A 


58 


501 


GNKAFVCFYLSQLENYGMPFSRTEDGKIYQRAFGGQS 
LKFGKGRQAHRCCCVADRTGHSI LHTSYGRSIiRYDTS 
YFVEYFALDLLMENRECRGVIAQCNEDGSIHHIRAKN 
TWATG*ESNF^FISFVKNDsTKFIiLECLYFKKNRGIVE 


2436 


A 


3 


717 


DSLDNHRCRGDLTKTYSLEAYDNWFNCLSMLVAl'liVC 
RWKKKHRTRMLEFFIDVARECFNIGNFNSMMAI ISG 
MNLSPVARLKKTWSKVKTAKFDVLEHHMDPS SNFCNY 
RTALQGATQRSQMANSSREKI VI PVFNLFVKDIYFLP 
QNP\SNHLPNGHINFKKFWEI SRQIHEFMTWTQVECP 
FEKDKKIP\SYLLTAPHPTARKLSSSPSFESEGPENH 
MEKDSWKTLRTTLLNRA 


2437 


A 


130 


726 


ITCCGYDALSS IRKNLCCLWI CSKPYSLLMGEGDAFW 
APSVLPHSTLSTLSHHPQPQFGRGMESKVSQGGLNVT 
LTIRLLMHGKEVGS I IGKKGETVKKMREESGARINI S 
EGNCPERIVTITGPTDAIFKAFAMIAYKFEEDIINSM 
SNSPATSKPPVTLRLWPASQCGSLIGKGGSKIKEIR 
EVTGPSQPGPLRSL 


2438 


A 


401 


249 


DTLIYTCAPEFTDFMEKATPLRYTKTIiLLPVVMVTTCF 
IFKKTVRDISCVLA 


2439 


A 


1671 


429 


TGGRVGGSRSRRALPLPAPVEAGVLTSAGPSGWWQR 
IEDTTKMAAVSGLVRRPLREVSGLLKRRFHWTAPAAV 
QV\TVRDAINQC34DEEIjERDEKYFLIiGEEVAQ\YDGA 
YKVSRGLWKKYGDKRI I \DTPISEMGFAWBLLVGAAI 
GWGLRPILLNIiWTFNFSM\QAI \dqvinsaaktyym\ 
SG\GLQPVLIVSWGPN\GASAGVAAQHSQCFAAWYGH 
CPGLKWS P\ WTS * DAKGIjI KS AI RDNNPWALENEL 
MYGVPF\EFPPEAQSKDF\IiIPIGKAKIEMHGTHITV 
VSHSRPVG\HCIiRSLPAS/VLSKEGVEC\EVINMRT\ 
IRP\MDMET \ IEA\ SVMKTKFI L* LWEGGWPQFG\ VG 
A\EICARIM\EGPAFNF\LDAPAVRVTGADVPMPYAK 
ILEDNS I PQVKDI I FAI KKTLNI 


2440 


A 


66 


1349 


APNSESGTQGPLPTPANLFWTRRANPDPTTSMSATDR 
MGPKAVPGLRIiALIiLLLGLGTP^ 
IXJ^RVINVNAKNYKNVFKKYEVIiAIiLYHEPPEDDKA 
SQRQFEMEELILELAAQVLEDKGVGFGLVDSEKDAAV 
AKKLGLTEVDSMYVFKGDEVI EYDGEFSADTI VEFLL 
DVLEDPVELI EGERELQAFENI EDE I KLI GYFKS KDS 
EHYKAFEDAAEEFHPYI PFFATFDSKGAKKLTLKLNE 
IDFYEAFMEEPVTI PDKPNSEEEIVNFVEEHRRSTLR 
KLKPESMYETWEDDMDGIHIVAFAEEADPDGFEFLET 
LKAVAQDNTENPDLSI IWIDPDDFPLLVPYWEKTFDI 
DLSAPQIGWNVTDADRLWMEMDDEEDLPSAEELEDW 
LEDVLEGEINTEDDDDDDDD 
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SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2441 


A 


1002 


2209 


VYPYNPLAFFRERLQPNCPFHSSEGSSGKLS* PPSPS 
FTSSLCDSRTSGFGASSTTH*HS*IRATLISSAFTIiA 
VAWAALLCPPISSCSSETWLSLRQMGSEPKVQPSCCE 
ASPSSVHLPPLPSWAVSVQASPGSSPSMGPRGSSVSP 
PIiAGGEAGLPTSGNPPNS SPWASGQGGWASLSLTSLS 
SQLSGWMAAA*LGSFSSSSSFSWGTWLSPFVSSSITG 
AESTGTSTDAVSNFLSAFKEPEAVMGSGSSWAGSSSS 
RVPPNSSSDEHVPGSPAVSSVATGFTTGSSTLEIITC 
SVPSGGGLGPGRERLSPLANELGTSGCFSSSDSWNTS 
LLRVSLPGTPGRMAEAIiLAGIiAWFDPVGGFRSVKIilXr 
LSLGKAMLSSNKLCFFKIAASFITFRVSSSRI 


2442 


A 


1 


933 


MGSRLIiC^miLCIiLGAGPVKAGVTQTPKHLITATGQQ 
VTLRCSPRSGDLSVSWYQQSLDQGLQFLIQYYNGEER 
AKGNILERFSAQQFPDLHSELNLSSLELGDSALYFCA 
SSVKVGTGELFFGEGSRLTVLEDLKNVFPPEVAVFEP 
SEAEISHTQKATLVCLATGFYPDHVELSWWVNGKEVH 
SGVSTDPQPLKEQPALNDSRYCLSSRURVSATFWQNP 
RNHFRCQVQFYGLSENDEWTQDRAKPVTQIVSAEAWG 
RADCGFTSESYQQGVLSATILYEILLGKATLYAVIiVS 
ALVLMAMVKRKDSRG 


2443 


A 


368 


18 


SRTPENYLKS S IDSAHRQKRKRTI PSAKGTFPGFFRA 
AKLLCQSLSPFMTGRAP*ALAGDTSAFMALLPRTHLS 
ATPAVCPFPETFI SSVFVASLFTI LELKYHtiLREAFP 
LLPS*N 


2444 


A 


5 


235 ! 


DSSRMSYQQQQCKQPCQPPPVCPTPKCPEPCPPPKCP 
EPCPPPKCPQPCPPQQCQQKYPPVTPSPPCQSKYPPK 

SK 


2445 


A 


82 


2929 


TOTKRRLGREKAMASPPRGWGCGELLLPFMLLGTLCE 

PGSGQIRYSMPEELDKGSFVGNIAKDLGLEPQEIiAER 

GVRIVSRGRTQLFALNPRSGSLVTAGRIDREELCAQS 

PLCVVNFNILVENKMKIYGVEVEIIDINDNFPRFRDE 

ELKVKVNENAAAGTRLVLPFARDADVGVNSLRSYQIiS 

SNLHFSLDWSGTDGQKYPELVLEQPLDREKETVHDL 

LLTALDGGDPVIiSGTTHI RVTVU3ANDNAPLFTPSEY 

S VSVPKN I P VGTRIxLMIjTATD PDEGINGKLTYS FRNE 

EEKISETFQLDSmiGEISTLQSLDYEESRFYIiMEVVA 

QIX3GALVASAKVVVTVQDVNDNAPEVTLTSLTS SISE 

DCLPGTVIALFSVHDGDSGENGEIACSIPRNIjPFKLE 

KSVDNYYHLLTTRDIiDREBTSDYNITLTVMDHGTPPL 

STESHIPLKVADVNDNPPNFPQASYSTSVTENNPRGV 

SIFSVTAHDPDSGDNARVTYSIiAEDTFQGAPLSSYVS 

INSDTGVLYALRSFDYEQLRDLQLWVTASDSGNPPLS 

SNVSLSLFVLDQNDNTPEILYPALPTDGSTGVELAPR 

SAEPGYLVTKVVAVDKDSGQNAWLSYRIiLKASEPGLF 

AVGLHTGEVRTARALLDRDALKQSLVVAVEDHGQPPL 

SATFTVTVAVADRI PDIIiADLGSIBCTPIDPEDLDLTL 

YLWAVAAVS CVFLAFVI VLLVLRLRRWHKS RLLQAE 

GSRLAGTOASHFVGVIXSVRAFIiQTYSHEVSLTADSRK 

SHLIFPQPNYAimiLSEESCEKSEPIiLMSDKVDANKE 

ERRVQQAPPNTDWRFSQAQRPGTSGSQNGDDTGTWPN 
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SEQ 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=^5top codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










NQFDTEMLQAMI LASASEAADGS STLGGGAGTMGLSA 
RYGPQFTLQHVLQGELGSDYRQNVYI PGSNATLTNAA 
GKRDGKAPAGGNGNKKKSGKKEKK 


2446 


A 


61 


241 


ANLGPTAPPRSGPVLGAGEKGRGEMRRAPFFLSAGGL 
ETPPPSAALLWAPGRRADEISGL 


2447 


A 


1 


306 


CGCGSCGGCGGRCGGGCGGGCSGGCGGGCGGGCGGGC 
GSCTTCRCYRVGCCSSCCPCCRGCCGGCCSTPVICCC 
RRTCGSCGCGYGKGCCQQKCCCQKQCCC 


2448 


A 


3 


761 


YAXLGTRDPSKLCRHSLKCIiECNEVFQDETSIiATHFQ 
QAADTSGQQMKKHPCRQCDKSFSSSHSLCRHNRIKHK 
GIRKVYACSHCPDSRRTFTKRLMLEKHVQLMHGIKDP 
DLKE/TDRCHQ*GGNRNKRRH*GPQSQAEVGRTSSGV 
QASPRSNHSTTEKAENQ\FFKVHKCAVCGFTTENIjLQ 
FHEHI PQHKSDGS S YQCRECGLCYTSHVSLSRHLFI V 
HKLKEPOFVSKQNGAGBDNQQENKPSHEGGI p 


2449 


A 


2740 


2525 


MIETWLWLIiLLNVGGTGQWSGPTFRRENVIjPAAHIGP 
KYGPLLPSTAKGTVKVSCPSSTPHPPLQGKGTPD* 


2450 


A 


656 


513 


MSLLLPPLAI^LLLAALVAPATAATAYRPDWNRIiSGL 
TRARVETCGG* 


2451 


A 


42 


266 


KLI LLKIQYFNLuLMKCCFRI KGKLEEQRPERVKPFMT 
GAAEQIKHILANFKNYQVNTLSIWIKGLYNFNCKSKN 


2452 


A 


6 


664 


LPGRPTRAPTRPAEHS IVGTRLVSCQLQPSQPNADQG 
KLTTMRI AVICFCLLGITCAI PVKQADSGSSEEKQLY 
NKYPDAVATVnJ^PDPSQKQNLLAPQTLPSKSNESHDH 
MDDMDDEDDDDHVDSQDS IDSNDSDDVDDT\DDSHQS 
DESHHSDES \D\ELVTDFPTDLPATEVFT PWPTVDT 
YDGRGDSWYGLRSKSKKFRRPDIQYPDATDEDITS 


2453 


A 


68 


348 


I QGMHFAAGRLSTKTFCTGHGS PVD I CTAKPRD I PMN 
PMGIYRSPEKKATEDEGSEQKIPEATNRRDVEPTKAN 
SRFATTFYQHLADSKNDND 


2454 


A 


5214 


352 


MAKSGGCGAGAGVGGGNGALTWVNNAAKKEESETANK 
NDS S KKLSVERVYQKKTQLEH I LLRPDTYI GSVE PLT 
QFMWVYDEDVGMNCREVTFVPGIjYKI FDEILVNAADN 
RQRDKNMTCIKVSIDPESNI ISIWNNGKGI PWEHKV 
EKVYVPALI FGQLLTSSNYDDDEKKVTGGRNGYGAKL 
CTIFSTKFTVETACKEYKHSFKQTWMNNMMKTSEAKI 
KHFIX3EDYTCITFQPDLSKFKMEKLDKDIVALMTRRA 
YDLAGSCRGVKVMFNGKKLPVNGFRSYVDLYVKDKLD 
ETGVALKVIHEIiANERWDVCLTLSEKGFQQISFVNSI 
ATTKGGRHVDYWDQWGKLI EWKKKNKAGVSVKPF 
QVKNHIWVFINCLIENPTFDSQTKENMTLQPKSFGSK 
CQLSEKFFKAASNCGI VES I LNWVKFKAQTQLNKKCS 
SVKYSKIKGIPKLDDANDAGGKHSLECTLILTEGDSA 
KSLAVSGLGVI GRDR YGVF PLRGKI LNVREASHKQ IM 
ENABINNI IKI VGLQYKKSYDDAQSLKTLRYGKIMIM 
TIX^^DGSHIKGIiLINFIHHNWPSLLKHGFLEEFITP 
I VKASKNKQELS F YS I PEFDE WKKHI ENQKAWKI KYY 
KGLGTSTAKEAKEYFADMERHRILFRYAGPEDDAAIT 
LAFSKKKIDDRKEWLTNFMEDRRQRRLHGLPEQFLYG 
TATKHLTYNDFINKELILFSNSDNERSI PSLVDGFKP 
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679 
TABLE 7 



SEQ 
D> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GQRKVLFTCFKRNDKREVKVAQLAGSVAEMSAYHHGE 
QALMMTIVNliAQNFVGSNNINLLQPIGQFGTRIaHGGK 
DAAS PRYI FTMLSTLARLLPPAVDDNIiLKPLYDDNQR 
VEPEWYI PI I PMVLINGABGIGTGWACKLPNYDAREI 
VNNVRRMLDGLDPHPMLPNYKNFKGTIQELGQNQYAV 
SGEIFVVDRNTVEITELPVRTWTQVYKEQVLEPMLNG 
TDKTPALI SDYKEYHTDTTVKFWKMTEBKIiAQAEAA 
GLHKVFKLQTTLTCNSMVLFDHMGCLKKYETVQDILK 
EFFDLRLS YYGIiRKEWLVGMLGAE FTKLNNQARFI LE 
KIQGKITI *NRSKKDLIQMLVQRGYESDFVKAWKEAQ 
EKAAEEDETQNQHDDSSSDSGTPSGPDFNYILNMSLW 
SLTKEKVEELIKQRDAKGREVNDLKRKSPSDLWKEDL 
AAFVEELDKVESQEREDVLAGMSGKAI KGKVGKPKVK 
KLQLEETMPSPYGRRI I PE I TAMKADASKKLLKKKKG 
DLDTAAVKVEFDEEFSGAPVEGAGEEALTPSVPINKG 
PKPKREKKEPGTRVRKTPTSSGKPSAKKVKKRNPWSD 
DESKSESDLEETEPWTPRDSLLRRAAAERPKYTFDF 
SEEEDDDADDDDDDNNDLEELKVKAS PITNDGEDEFV 
PSDGLDKDEYTFSPGKSKATPEKSLHDKKSQDFGNLF 
S F P S YSQKS EDDS AKFDSNEEDSAS VFS PSFGLKQTD 
KVPSKTVAAKKGKPSSDTVPKPKRAPKQKKVVEAVNS 
DSDSEFGIPKKTTTPKGKGRGAKKRKASGSENBGDYN 
PGRKTSKTTSKKPKKTSFDQDSDVDIFPSDFPTEPPS 
JjFKIvjKAKJvd ViVx rAjb&UEt&nvlJV UvJftmr Ei 


2455 


A 


2 


154 


FKIQKTRIiQREGFDPRQTSDRLFFLDIiKQGHYLPLNE 
AVYTRI CSGAFAL 


2456 


A 


483 


765 


FQGQRMAGEQKPSSNLLEQFILLAKGTSGSALTALIS 

rr n n y-v/-tt nn to*~i nx T tit iv %t» taut TV T3/-» n \T» n xrT f\T T XTT 

QVLR A pr^/YVr?f3RT .i ,kt . a tsn/Q kt » a rr anaay ajQ LlUN i • 
FAYGTYPDYIANKESLPELY 


2457 


A 


9 


422 


ESRERSGNRRGAEDRGTCGIjQSPSAMLGAKPHWLPGP 

t TTnnTT nT \rx in T 7k T -T*7i.r*W7^r y \T?r'GT?T>\TT T ITT , t?/^T i\T\7f~* 
JjHSPvxLPJjVljVJjJjiiljtaA^W^ 

EPGRAAAGGPGGAALGEAPPGRVAFAAVRSHHHEPAG 
BTGNGTSGAIYFDQVLVNEGGGFDRAS 


2458 


A 


64 


435 


/m /-rx t/tt r-jk t\ t.7 f AriPTT^ rnJVTTWTJ T OTTVM CTKT CUDT DDT7TB 

GRCiVC VAAW b\JKo ± AVjWN JJ I KJjr xxKJribJN orH/J-iKf if xJt\ 
VGEIDHVHILSEHICALLIGEEYGDVTFVGEKKRFPA 
HRVILAARCQYFRALLYGGMRESQPEAEI PLQDTTAE 

TiTprrnrr t YVTVTTT5 


2459 


A 


126 


434 


MCTKTI PVLWGCFLLWNLYVSSSQTI YPGIKARITQR 
ALDYGVQAGMKMIEQMIJCBKKLPDLSGSESLEFLKVD 
YVNYNFSNIKISAFSFPNTSLAFVPGVGI 




A 


IOC 


t ±.j'± 


MPTKTT PVLWGCFIjLWNLYVSSSOTI YPGIKARITQR 
ALDYGVQAGMKMI EQMLKEKKLPDLSGSESLEFIjKVD 
YVNYNFSNI KI SAFSFPNTSLAFVPGVGI 


2461 


A 


126 


434 


MCTKTI PVIiWGCFLLWNLYVS SSQTI YPGIKARITQR 
ALDYGVQAGMKMI EQMLKEKKLPDLSGSESLBFLKVD 
YVNYNFSNIKISAFSFPNTSLAFVPGVGI 


2462 


A 


3 


1057 


EEEQECRPAIKTSDIDNPSHFEKQYESSSSSTHSDRS 
SDGEQDFVSS ILPGNRPNSTNI KPQLHQKS IMKKKAG 
HKANSKH*D*EQTVVDVTEQLGIX:KLDSQEKDATCEIi 
PLQKVNTQS S SNSTLPGRLKASENSESEYSRSE ITLV 
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680 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










nrn ttv r» tv rr>TT uim vi? A v cvrfw rnnCT rc o C?t 7r\\ r/^TDT7A 7C \TO 

GI SKKSAEHr KJcKFAKoNQVbRfavbbb vy VCFIsVUjvK 
NLLKVLKETLI EWKTEETLRFLYGQNYAS VCLKPEAS 
LVKEELDEDDI I SDPDSHFPAWRESQNSLDESLPFRG 
SGTAI KPLPS YENLKKETEKLNLRIREFYRGRYVLGE 
ETTKSQDSEEHDSTFPLI DSS SQNQIRKRI VLEKLSK. 
VLPGLLVPLQITLGDIYT 


2463 


C 


135 


341 


MYIKIKPRSFGI IHNLPSKPGPLFLPHSLIGWFDFTA 
SFLYPMNCSAMHHXVRKSSSATAITKIGKTG 


2464 


A 


265 


395 


RliCaDGLFPQQDPAAPAPCEETQLSLLPLQGCGLMEGK 
TMEAKT 


2465 


A 


88 


1496 


QETSKMETLSFPRYNVAEIVIHIRNKILTGADGKNLT 
KNDLYPNPKPEVLHMIYMRALQIVYGIRIiEHFYMMPV 
NSEVMYPHLMEGFLPFSiniiVTHLDSFLPI CRVNDFET 
ADILCPKAKRTSRFLSGIINFIHFREACRETYMEFLW 
QYKSSADKMQQLNAAHQEALMKLERIiDSVPVEEQEEF 
KQLSIXSIQELQQSIiNQDFHQKTrVLQEGNSQKKSNIS 
EKTKRLNELKLSWSLKEIQESLKTKIVDSPEKIJCNY 
KJEKMKDWQKLKNARQEVVEKYEIYGDSVIKILPSCQL 
EVQLYQKKIQDLSDNREKLASILKESLNIiBDQIESDE 
SEIiKKLKTEENS FKRLMI VKKEKIiATAQFKINKKHED 
VKQYKRTVIEDCNKVQEKRGAVYERVTTINHEIQKIR 
LGIQQLKDAADREKLKSQEI FLNLKTALEKYHDGIEK 
AAEDS YAKI DEKTAELKRKMFKMST 


2466 


A 


194 | 


2287 


GMGSENSALKSYTLREPPFTLPSGIAVYPAVLQDGKF 
AS VFVYKRENEDKVMKAAKVP * * HLKTLRHPCLLRFL 
SCTVEADGIHLVTERVQPLEVALETLSSAEVCAGIYD 
I KLALI FLHDRGHLTHNNVCLS SWVSEDGHWKIiGGM 
ETVCKVSQATPBFLRS IQS I RDPAS I PPEEMS PEFTT 
IiPECHGHARDAFSFGTLVESLIiTILNEQVSADVLSSF 
QQTLHSTLLNPI PKWRPALCTLLSHDFFRNDFLEWN 
FLKSLTLKSEEEKTEFFKFIiLDRVSCIiSEELIASRIiV 
PLLLNQLVFAEPVAV\KSFLPYLIiGPKKDHAQGETPC 
LI»S PALFQSRVT PVLLQLFEVHEEHVRMVLLSHI BAY 
VGALSLREQLKKV\ IL\ PQVLLG\LRD\TSDSI VAI T 
IiHSLAVLVSLLGPEVWGGERTKI FKRTAP\ SFTK\N 
TDLSLEGDPFSQPIKFPINGLSDVKNTSEDSENFPSS 
SKKSEEWPDWSGPE\EPENQTVNI\QIWP\REP\CDD 
VKSQCTTLDVEESSVTOIX^PSSIjDTKVNPGGGITATK 
PVTSGEQKPIPAIJiSLTEESMPWKSSLPQKISLVQRG 
DDADQIEPPKVSSQERPLKVPSELGLGEEFTIQVKKK 
PVKD PRNTD WF ADM T PR T KPSAAFLI LPELRTEMVPKK 
DDVSPVMQFSSKFAAAEI TEGEAEGWEEEGBLNWEDN 
NW 


2467 


A 


2 


868 


IAGVAVFFYRDMFVRKDRKIHKDAESAQSCTDSSGSF 
AKLNGLFDSPVKEYQQNIDSPKLIVT/SLTSRKELPP 
NGDTKSMVMDHRGQPPEIiAALPTPESTPVLHQKTIjQA 
MKSHSEKAHGHGASRKBTPQFFPSSPPPHSPLSHGHI 
PSAIVLPNATHDYNTSFSNSNAHKAEKKLQNIDHPLT 
K5SSKRDHRRSVDSRNTIiNDLIiKHLNDPNSNPKAIMG 
DIQMAHQNLMLDPMGSMSEVPPKVPNREASLYSPPST 
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681 
TABLE 7 



SEQ 
ID 


Method 


rredicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


.Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


A minn no Sri cpnnpnrp /Tf=TTn Irnnwn *=*Sfnn r/ldorL. 

J\ nil IIP (tUU 3Cl|UCllbC U 1I1U1U TT 11) ~~ \J*.U|f uiuwuf 

/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LPRNSPTKRVDVPTTPGVPMTSLERQRGYHK 


2468 


A 


483 


764 


CERPAAVHWLAIiCGCCYGQLVWBSRTRSCFWSLECLC 
FGGQHFGSVPSFPCSSVWL* 


2469 


A 


3 


357 


FGFNGCSKR 1 1 KLQELSDLEERENEDSMVPLPKQSLK 

FFCALEV VJjPoLJJL.Ki5 Flj± Vjjj V n*rirmUlhJVftEt\jb'lJ&VLi 

MKRKTAQKLAIQKALSDAFQKLLIVVLG/ QDCLDHP* 
STSVSVSK 


2470 


A 


3 




RIGQGVPWHS*VEGGPNVISIVLEYLRDTPPVPVW 
CDGSGRASDIIiAFGHKYSEBGG*VKVFLWCTHKWKED 
PM 


2471 


A 


69 


512 


MALAFLCTVLSKATLGARLTTHCAHPARRARAFSSDV 
MTHS S ILTRASLLTLWTMFTRRTKI LTEGSGVSWWAA 
AFPRDWAGGS I LAIiASLMTWT I GALLTAVLAAPAP 
EARSTVAS PGDCTAQS PI FAIiAPAGAVGTPVI T I AG* 


2472 


A 


2195 


872 


VSQATDVEVGTDLVPSVTVKVTLQNRVI LQKAKLSVY 
VQPPLELTCDQFTFEFMNRNPDGI PRVI QCKFRLPLK 
LICLPGQPSKTASHKITIDTNKSPVSLLSLFPGFASQ 
SDDDQVNVMGFHFLG\GAR\ I TVLASKTSSTDIRI PG 
VEQFE\DLWASLTNELILRLQEYFEKQGVKDFACSFS 
G\SITPFKEYF\ELIGSIHFEIiRINGEKIiEELLSERA 
VQFRAIQRRLLARFKDKTPAPLQHLGHLVRMGTYK\Q 
VIALA\DAVGGKTKGNLFQSFTRLKSATHLVILLIAL 
WQKLSADQVATLEAAFLPLQEDTQELGWlilSj. vuAAXtr 
H\L* KTCCRKSAKQQALNPPGRLTYPNDTS \QLKKHI 
TLLCTRLSKGGRLCLSTDAA/APHQTMVMPGGCTTIP 
ESDLEERS VEQDSTEIiFTNHRHKTAETPRPEVS PLQG 
VSE 


2473 


A 


1 


473 


EVRWNSPPTDSLSPDGGSIELEFYLAPEPFSMPSLLG 
APPYSGLGGVGDPYAPLMVLMCRVCLEDKPI KPLPCC 
KKAVCBEOjKVYLSAQIQCPTCQFVWCFKCHSPWHEG 
VNCKEYKKGDKLLRHWAS E I EHGQRNAQKC PKCKIHI 
QRTEGCDHM 


2474 


A 


131 


1098 


RVPAGGARRLGQDPPRLPPGVADAPAAMSTQRLRNED 
YHDYSSTDVS PEESPSEGLNNLSSPGS YQRFGQSNST 
TWFQTLIHLLKGNIGTGIiLGLPIiAVKNAGIVMGPISL 
LI IGIYAVHCMGI LVKCAHHFCRRLNKSFVDYGDTVM 
YGXiESSPCSWLRNHAHWGRRVVDFFLIVTQLGFCCVY 
FVFLADNFKQVI EAANGTTNNCHNNETVT LTPTMDSR 
LYMLSFLPFLVLLWIRNLRALSIFSLLANITMLVSL 
VMI YQFIVQI L* MDLQPM* QTKVFHREQVPLCLQHVE 
SQMEQFWAECFAQRVLPINVLSLQKK 


2475 


A 


131 


1098 


RVPAGGARRLGQDPPRLPPGVADAPAAMSTQRLRNED 
YHDYSSTDVSPEESPSEGLNNLSSPGSYQRFGQSNST 
TWFQTIiIHLIiKGNIGTGIiLGLPIiAVKNAGIVMGPISL 
LI IGIVAVHCMG I LVKCAHHFCRRLNKS FVDYGDTVM 
YGLESSPCSWLRNHAHWGRRVVDFFLIVTQLGFCCVY 
FVFLADNFKQVI EAANGTTNNCHNNETVT LTPTMDSR 
LYMLSFLPFLVLLWIRNLRALSIFSLLANITMLVSL 
VMIYQFIVQIL*MDLQPM* QTKVFHREQVPLCLQHVE 
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682 
TABLE 7 



SEQ 
ID 


Method 


.Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Aminn of*ir1 contlAnPP fY— T Til lfTlAWTI *=Sl V fin CfldOU* 

Amino aciu bcijuvihc yji. \j uiviiu it u 7 oiup w»»w«j 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










SOMEOFWAECFAQRVLPINVLSLQKK 


2476 


A 


505 


1373 


WGLX3TQNESHSSSVSLTAFLSDTKDRGPPVQSQIWRS 
GEKVPFVQTYSLRAr JaKJrPQ lyALKJJr JiJS±lliNlJ.l-u\. 
KENFSLKLLIYFLEERMQQKYEASRKDIYKRNTELKV 
EVESLKRELQDKKQHIjDKTWADVENIjNSQNEAELRRQ 
PEERQQEMEHVYELLENKMQLLQEESRIiAKNEAARMA 
ALVEAEKECNLELSEKLKGWKNWEDVPGDQVKPDQY 
TEALAQRDK*VPSVLFL\RLSFAHSQGIQQLSCSLSR 

m /nA*DT trvo*r\T?lUfr™ , tyiOV T PT?T?Qr2T.WT?Oli7VDT. 

1/ KU w ti JjH J If UlrOToirv ir A. J. it t* ovjjjiNr yvt x iru 


2477 


A 


1 


317 


QRPSEAKBIKLYAQIPPIEKMDASLSMIANCEKIiSIjS 
TNCIEKXANXiNGL\EAVGDTLEELWI synfieklkgi 
HIMKKLKILYMSNNLVKDWGTPVI KGDEEEDN 


2478 


A 


2 


607 


CKNTLIRQNIPRAQFPATSPRSIIQQPN/PFPRRFVL 
PLNVSLNAPEGDNLSPLSYTSASAVKQADGTIWCSHE 
NLHQEDLEKEGGIEFPQIYYDRFSGKKYHFFYGCGFR 
HLVGDSLI KVDVVNKTIiKVWREDGFYPSE PVFVPAPG 
TNEEDGGVILSVVITPNQNESNFIiLVLDAKNFEEIjGR 
AEVPVQMPYGFHGTFI PI 


2479 


A 


2 


607 


CKNTLIRQNIPRAQFPATSPRSIIQQPN/PFPRRFVL 
PLNVS LNAPEGDNLS PLS YTS ASAVKQADGTI WCSHE 
NLHQEDLEKEGGIEFPQIYYDRFSGKKYHFFYGCGFR 
HLVGDSLI KVDVVNKTLKVWREDGFYPSEPVFVPAPG 
TNEBDGGVI LSVVITPNQNESNFLLVLDAKNFEELGR 
AEVPVQMPYGFHGTFI PI 


2480 


A 


101 


580 


LSLTKNCALl^EETMMEQEMTRLHRRVSEVEAVLSQK 
EVELKASETQRSPLEQDLATYI TECS SLKRSLEQARM 
EVSQEDDKALQLLHDIREQSRKLQEIKEQEYQAQVEE 
MRLMMNQLEEDLVSARRRSDLYESELRESRLAAEEFK 
RKATECQHKLLK 


2481 


A 


1 


2025 


MAWAGRGRGSRQGSELHLPWAI DVCLFSLVRSGFRFL 
REVWWEI WKKVLLLLHVANGAQQAGPI PWNTGLQANH 
SVPVSKPHQKWPVQHFQELLRSANSLTAPFKQVQYWR 
GTKMNQRVPVPQ I HSWFRMFCGMAHE SHGI GKWGVAL 
EGHPPGPGKQESIANACWEAAVRSPGSRSHKAETKSS 
KSRDQILSVLRPASFVRDKSIPQPWLESDGINKRWSP 
TCLSGEPSLGRWPLLHELQTQCFVRTPSYQRATEAA 
KPQERCT I QLNKMCCLQAGSF SRYASVIAI KHI CHAH 
STPKALLTS FLVLTTTRSLNIjHLHLRLSHPDKFRDGG 
VS S SQ YSRYCS LTQPDFDS sns STFFLLLTI S LLS SQ 
FCIRLISLPECPVSQWQEAAREHLGGGSDLSSMGETH 
PDLGGGPSEGPGGWPWEQVSAAFAQLVLVSTMSFQGT 
WRKRFSSTDTQILPFTCAYGLVLQVPMMHQTTEVNYG 
QFQDTAGHQVGVLELPYLGSAVSLFLVLPRDKDTPLS 
HI E PHLTAST I HLWTTS LRRARMDVFLPS ELTKEPFR 
WDQRLFALVLRLPGTMSVESEQLTGVPLDDSAITPMC 
EVTGVGMECFSDAKDTI EDLSEMHGSQDLSEMRGNPT 
KPSPPLSGTTVENFGSRGTDSYEAFSEPSLGKEPVTH 
RTRVPLQWP 


2482 


A 


137 


879 


LPPRGPATFGSPGCPPANSPPSAPATPEPARAPERVM 
ANAGLQLLG F I LAFLGWI GAI VSTALPQWRI YS YAGD 
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683 
TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










NIWAQAMYEGLWMSCVSQSTGQIQCKVFDSLLNLSS 
TLQATLALMWGI LLGVTAI FVATVGMKCMKCLEDDE 
VQKMRMAVT GGAI FLLAGLAI LVATAWYGNRI VQEFY 
DPMTPVNARYEFGQALFTGWAAASLCMX 
PRKTT SYPT PR P YPK\ PAPS \ SGKDYV 


2483 


A 


200 


1139 


RIISTITYQFSAALGQEVFYITFLPFTHWNIDPYLSR 
RLII IWVLVMYIGQVAKDVLKWPRPSSPPVVKLEKRL 
I AEYGMPSTHAMAATAI AFTLLI STMDRYQYPFVIjGL 
VMAVVFSTLVCLSRLYTGMHTVIaD I AIAjX v 
LTYPAWTFIDC^SASPLFPVCVIVVPFFLCYNYPVS 
DYYSPTRADTTTIIiAAGAvaVl HarWxWttr ryliV £>Jvf a 
ESLPVIQNI PPLTTYMLVTjGLTKFAVGI VL I LLVRQL 

vqnlslqvlyswfkvvtrnkearrrleievpykfvty 
tsvgigtkwaqmptdv 


2484 


A i 


173 


307 


SHICLKKSAKSLTGTWMKLETIILSKLTQEQKTKHCM 
FSLISGS 


2485 


A 


173 


307 


SHICLKKSAKSLTGTWMKLiETI ILSKLTQEQKTKHCM 
FSLISGS 


2486 


B 


86 


225 


PRQEKKSSHVSTRRSPKLLREKPEAAAGEAAAEAGLP 
MFARSRARSR 


2487 


A 


14 


1256 


WPCGAAPGLTHAS ERMFTIiTTMI QAIiAPVMGWDRKPL 
KMFSSEEMRGHLHHHHKCLTKIIiKVEGQVPDLPSCLP 
LTDNTRMLAS I LINMLYDDLRCDPERDHFRKICEEYI 
TGKFDPQDMDKNLNAIQTVSGHjQGPFDLGNQIiLGLK 
GVMEMMVALCGSERETDQI»VAVEALI HASTKLSRATF 
IITNGVSLLKQIYKTTKNEKIKIRTLVGLCKLGSAGG 
TDYGLRQFAEGSTEKLAKQCRKWIiCNMS IDTRTRRWA 
VEGLAYLTLDADVKDDFVQDVPALQAMFEIAKTSDKT 
I LYSVATTLVNCTNS YDVKEVI PELVQLAKF S KQHVP 
EEHPKDKKDFIDMRVKRLLKAGVI SALACMVKADSAI 
LTDQTKEIJ^ARVFIiAIjCDNPKDRGTIVAQGGGKALIP 
LALEGTD 


2488 


B 


526 


3482 


MDSLKQETQGLQKEKESREKELMGFSKSVNEARSKMD 
VAQSELDIYLSRHNTAVSQLTKAKEALIAASETIiKER 
KAAIRDIEGKLPQTEQEIiKBKEKELQKLTQEETNFKS 
LDKMAVWAKKMTE I QTPEOTPRLFDLVKVKDEKI RQA 
FYFAIiRDTLVADNIJX^ATRVAYQKDRRWRVVTIiQGQI 
IEQSGTMTGGGSKVMKGRMGSSLVIEISEEEVNKMES 
QIiQNDSKKAMQIQEQKVQLEERVVKLRHSEREMROTIj 
EKITASIQRLIEQEEYLNVQVKELEANVIiATAPDKKK 
hkt .t .r wnw a pktryd avaekaee s l pe i okehrnll 
QELKVIQENBHALQKDAIiSIKLKIiEQIDGHIAEHNSK 
IKYWHKEISKISIiHPIEDNPIEEISVLSPEDIjBAIKN 
PDSITNQIAIjLEARCHEMKPNLGAIAEYKKKEELYIjQ 
RVAELDKITYERDSFRQAYEDLRKQRLNEFMGSVRPP 
KKSWKKI FNIjSGGEKTLS SLALVFALHHYKPTPLYFM 
DEIDAALDFKNVSIVAFYIYEAVWFIiSNITAGNQQQV 
QAVIDANLVPMIIHIjLDKGDFGTQKEAAWAISNLTIS 
GRKDQVAYLI QQNVI PPFCNIiLTVKDAQWQWLDGL 
SNILKMABDEAETIGNLIEECGGLEKIEQLQNHENBD 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
add residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










I YKLAYEI I DQFFSSDD VFMN V VVFLI LYINIDLDKV 
IYIGSSLMKQTPSPGVTVYESVVVVLYVNACKLDSPS 
GG 


2489 


A 


1 


747 


MRLQRPRQAPAGGRRAPRGGRGS PYRPDPGRGARRLR 
RFQKGGEGAPRADPPWAPLGTMATiTiAT JiTiWAIiPRVW 
TDANLTARQRDPEDSQRTDEGDNRVWCHVCERENTFE 
CQNPRRCKWTEPYCVI AAVKI FPRFFMVAKQCSAGCA 
AMERPKPEEKRFLLEEPMPFFYLKCCKIRYCNL/GGA 
/NLSTHQ\CSKNMLGAWVRAWGCGWPSSCCWPPIiQP 
ASACLKPRDCHRLSLPKHGLAPDRCHLLH 


2490 


A 


2 


1177 


GFVEAGEECYCVS \ GQECRDLCCFAHNCSLRPGAQCA 

HGDCCTOCLLKPAGALCRQAMGDCDLPEFCTGTSSHC 

PPD VYLLDGS PCARGSGYCWDGACPTLEQQCQQLWGP 

GSHPAPEACFQWNSAGDAHGNCGQDSEGHFLPCAGR 

DALCGKLQCCX^KPSIjLAPHMVPVDSTVHIJ^ 

RGAIiALPSAQLDLLGLGIiVEPGTQCGPRMVCQSRRCR 

KNAFQELQRCLTACHSHGVCNSNHNCHCAPGWAPPFC 

DKPGFGGSMDSGPVQAENHDTFLIiAMIiIiSVLLPIiLPG 

AGLAWCCYRLPGAHLQRCSWGCRRDPACSGPKDGPHR 

DHPLGGVHPMELGPTATGQPWPLDPENSHEPSSHPEK 

PLPAVSPDPQADQVQMPRSCLW 


2491 


A 


1 


609 


AAARTFWYKLFPCRGSGGAAKAAEQKRQVGGRAEPGT 
AAPCGARC PGPTPGWQVPATKALLSQPMGCPPPGPCR 
GHT*ADPQLPLTHAP/ PEARLS PQQPP/ PSPPGSATP 
GA*AGVAS PKPTLPAPGAPGTPQRLPGP/RREKPAFL 
SQPESST* PHPTPVSAASSSPA/ PESSCHDELGLLSL 
NLPAPGPPKPTPGAAAS FQGSG 


2492 


A 


1 


242 


MNRGGFAVKI LALLDALSTVCSQRVQKAKKQQHLQNK 
EHFKALLKQKEKLKjQQEDL/RKKLF*IQGIRCPQATP 
HHGQCSL 


2493 


A 


909 


353 


RSFVLOTASAICNYNAHYKNHPKYWCRGYFRDYCNI I 
AFSPNSTNHVALRDTGNQLIVTMSCLTKEDTGVm^TO 
IQRDFARDDMDFTELIVTDDKGTLANDFWSGKDIiSGN 
KTRSCKAPKYVRKADRSRTSILIICIIiITGLGIISVI 
SHLTKRRRSQRNRRVGNTLKPFSRVLTPKEMAPTEQM 


2494 


A 


516 


848 


MWSLWI WVDQHQARLI PS PQVLLLLLRETPSTAAAVA 
GWLVVASMALLQLHAVGGVALTSSHPFMWATGEELRK 
PPWQGSAGSASGVBELTGKHSCPGPEEPATVQKAPA* 


2495 


A 


349 


1018 


TFTQPDPDDLISKPPRTPGGG*YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR* GGPGASRPGG 

1 VaA/Vir/VriiJy loo r\tt.V o X Jf OAr o/\±rVyyriIi^3lrVO *rX RnO 

ARSHLS CTAWLGKPS KPS AQRQ PTVGPDGDRDGS SQA 
PNLSRGQAWRASLAS PQNTSATGRVTCHGQSTWPLCR 
LKSNRRRKSGFA/ GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2496 


A 


349 


1018 


TFTQPDPDDLI SKPPRTPGGG* YQTQWPS PPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGS PAVSTPSEFGAPGQAEGPQS PIRAS 
ARSHLS CTAWLGKPS KPSAQRQ PTVGPDGDRDGS SQA 
PNLSRGQAWRASLASPQNTSATGRVTCHGQSTWPLCR 
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685 . 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=^Stop codon, 
/=possiDlc nucleotide aeietion,=possu)ie nucieouue 
insertion) 










LKSNRRRKSGFA/GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2497 


A 


349 


1018 


TFTQPDPDDLI SKPPRTPGGG* YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGS PAVSTPSEFGAPGQAEGPQS PIRAS 
ARSHLSCTAWLGKPSKPSAQRQPTVGPDGDRDGSSQA 
PNLSRGQAWRASLASPQNTSATGRWCHGQSTWPIiCR 
IiKSNRRRKSGFA/GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2498 


A 


2025 


422 


PPGTQGSPQRT/GDHGGKPPLPAEKPAPGPGLPARAS 
RAEGRGASGWKPGGQPAGGSWQGGDAGPRRPASGDQR 
TAGAAKALAGPAGEAAGGDRGAAQGDPPAEAGGRGG* 
TQAGGGASRARGSGAQRPGGP* RQGQGDGGBSASPAF 
GPCPQSSWGPPCSIPGP*PALPGAL*GA\VGRDPAGP 
PDGGPDTEP/PGSPGQAERWPEGCRPQGSWHCEGAPQ 
GPGAGARARPRQGSRGPRGAPRRGI PWAKSGR\ TGGS 
QDRKKPGKEVAATGTS I / PEGSQLARGRARSRDGGPS 
HEAQASEPRPGPCSGPARWGGRSSCTAPGCVTPAGTA 
GHL*WRAGWTAGPPAGPWRSPGDEKGPRGGPCACVPR 
AAERRGGRCCPGAQAEARARAGAQTSCPGGPEAGQCQ 
AQPGPETAGWLRPPEATAGPWPSCRGSAGPEGWGHHW 
P* PPA* CPGERPPWRPGCPAPPGCGGSSAGGPQPAA* 
TGAWASRGVLAPAGHEGHASHCPPRPAAGLSQPHPSQ 
TLEVTLAS PQGFMSEALTKCE 


2499 


A 


1415 


661 


SLRTPGFRGGGVLYTOAGAAGTGSNHALGANVELWIM 
IiLQWREGKFSGFIiTSCSLLLPRAAQILAAEAGLPSS 
RS FMGFAAPFTNKRKAYS ERR IMGYSMQEMYEWSNV 
QEYRE FVPWGKKSLWS SRKGHLKAQLEVGF PPVMER 
YTSAVSMVKPHMVKAVCTDGKLFNHLETI WRFS PGI P 
AYPRTCTVDFSI SFEFRSLLHSQLATMFFDE WKQNV 
AAFERRAATKFGPETAI PRELMFHEVHQT 


2500 


A 


673 


941 


CCLAAHSGPPAQGQRRGPG* LCCSAGSGGNL* S * AGG 
PG* GRSGQPVCPPWPGPGAPGHRPALPGSGGS SAVGR 
SAVPGAVRSPSHAGW 


2501 


A 


328 


1212 


RQEQGHFHFFCGGMS SFKAGTSHLDVYMQVTEGREDY 
NPSMHLAKRQFLSLEEEAEDYNPSQHRAQGNWLQDYN 
ASMQRVHGQCVSLEEDVELCTPRWACREMQSHNYPSR 
LVAGLQQYNFSI SLAQGECTSHWRKRGIMTYSSIHCL 
GDVTIiHSYLGPSKTEDCDI SVTLPPRLERRI TLPKHW 
I KKYFTI FLMGKAQINKIDRPLVRQIKEKREKNQRDA 
T TCKmTrnn T TTTCPTR TOTTT P R YYKHtiYGNICVENIiEBI 

X JP» n 1 fn \y 1 f 111 X\-L 1 Cm 1 \£ 111 1VD 1 1 lulu X W XV v u» uuu± 

DKFLETSTPPRIaNEEBVESLSRPIAGSEIEAIINSL 


2502 


B 


1 


1428 


MGSRVRLSKRRAKAGVQSGTNALLVVKHRDMNEKEIiE 
AQEARKAQLENHE PEEEEEEE IRQPRKKLGAQPVVHW 
VAPDGRLLGNS SRTOTOGlXyiTjDVTITTljRDSGTFTC 
I ASNAAGEATAPVE PRGLC PD YACTRFS TTVPLMTPS 
STGVDIEAARKEEERIMLRDARQWLNSGHINDVRHAK 
SGGTALHVAAAKGYTEVLKI I SLRFGVPRTQVRTWVA 
LYE KHGEKGL I PKPKGVS AD PELR I KWKAVI EQHMS 
I^QAAAHFMLAGSGSVARWLKVYEERGEAGLRAIiKIG 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 

fivcf o mi nit 

in j> i dminu 
acid residue 
01 pepuae 
sequence 


Predicted 
ending 
nucleotide 
location of 

lict Qminn 

acid 

peptide 
sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










TKRNIAI SVDPEKAASALBLS KDRRIEDLERQVRFLE 
TRIiMYLKKLKALAHPTKKAAEIPRSTFYYHLKALS^ 
DKYADVKKRISEIYHENRGRYGYRRVTLSLHREGKQI 
NHKAVQRLMGTLSHKAAIKVKRYRSYRGEMKKLRIRE 
VOILAGGHTAKLNMEQVKSADAFTYIKQPIA i 


2503 


A 


218 


415 


MRCRAPAWLRRLCGQLIiSERLMRPNGVQAVVRGIIiEG 
AGAGAAGGSDAEVTAADWKKCDLIAKIIiA 


2504 


A 


3 


136 


SWATAGAANGPAPLGVRAPPAWRTSPAAEMGATGAAE 
PLQSVLWVKCX3RCAVSLEPARALLRWWRSPGPGAGAP 
GADACSVPVSEI IAVEETDVHGKHQGSGKWQKMEKPY 
AFTVHCVKRARRHRWKWAQWFWCPEEQLCHLWLQTL 
d m/rr .w jct .t «?r PKHTYLVF TNPFGGKGOGKRI YERKVAP 
LFTIiASITTDIIVTEHANQAKETLYErNIDKYDG*VR 
RPSASARPQPGGRARRRRWGRRGRRSRCNPCCG 


2505 


A 


335 


1105 


MKRERGALSRASRAIiRLAPFVYIiliLIQTDPLEGVNIT 
SPVRLIHGTVGKSALLSVQYSSTSSDRPWKWQLKRD 
KPVTWQSIGTEVIGTLRPDYRDRIRI1FENGSLI1LSD 
LQLADEGTYEVE I S I TDDTFTGEKTINLTVDVP I SRP 
r\\TT r* A CTTUT .RT .QRi W\'\ .MP QHTTN'RTKPS YTWLKDGK 
PLLNDSRMLLS PDQKVLTITRVLMEDDDLYSCVVENP 
INQGRTLPCKITEYRKSSI1SSIWI1QEAFSSI1GPW* 


2506 


A 


335 


1105 


MKRERGALSRASRALRIiAPFVYIiLLIQTDPLEGVNIT 

SPVRLIHGTVGKSALLSVQYSSTSSDRPVVKWQLKRD 

KPVTWQS I GTEVIGTLRPDYRDRI RLFENGSLLLSD 

LQLADEGTYEVE I S ITDOTFTGEKTINLTVDVPI SRP 

QVLGASTTVLELSEAFTLNCSHENGTK^ 

PIxLOTSRMIlLSPDQK\rLTITRVLMED 

IN0GRTLPCKITEYRKSSLSSIWLQE7VFSSLGPW* 


2507 


A 


1160 


3149 


VSKTTTTNAGNAlxPPMPGSSKTKKPNSHQRGQMGS *G 
RNPPSLGRAPAPLPBREAPI PAPQLGPSAAGTSRQVG 
QKSSTSPHQGEEAI LNRELKKKDGKKK* KK/ PTGLSK 
HQPAGPIQNE*NLKGAGEFVQGIiAGSQNPPSSKLQGL 
GG\ SAESRGFSRGQGQTAPHWESTPLKGALPPCPERG 
MLPEEG*GFSGKEASSGPVQPQPTCLYGIRPSLGS * P 
*GQRRTLLAPTFLQENQL\ SGPSPGQRARSVLRPFSA 
/PGLRPELELTGGRGSTRSRRAAGPWASIXrrAGSDQE 
SLGRSSGKGR* GASGTVLGVSMCKV/ PGCKAAGGHLP 
f^2aPfCT.DTiKCGWGLRSWLPGRGRO /TGPPG/ POGRDS 
* STKQSDSHRWQDSGGGLAPPPPGQGNNGARPCC * DV 
TKASAPGVSGDTGREAPS ATG I STFRS C CMS S ARGLG 
QS PAAPVLAS S FL PTS CTG P PGL PGL PS SGS EENI HS 
GAWALVGQEGPSMDGRGNGMMLRGVWTGVHGGGMD\G 
CGAEVI * RGKFLME * YRSGLQRKQDS S PARTPAPQ WL 
S ITTGS *TPE /GDPGGKLDAAQRGRAI AAH/GTAGGC 
CPRCCCHL*SPGSARSSP/PMASASIRVS\PPRSGGS 
PPSPSSA*KSDRTDAGAGVAAAASPGAGAPAHCPQGP 
PRSCQGPQRR * 


2508 


A 


1 


957 


METSSPRPPRPSSNPGLSLDARLGVDTHLWAKVLFTA 
LYALIWALGAAC^AI^VHVVIJCARAGRAGRLRHHVI^ 
IiALAGLLLLLVGVFVELYS FVWFHYPWVFRD W3CRGY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 

beginning 
nucleotide 
location of 
first amino 
ctviu icMiiue 

of peptide 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 
sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










YFVHELCAYATVLSVAGIiSAERCIiAVCQPLRARSLLT 
PRRTRWLVALSWAASLGLALPMAVIMGQKHELETADG 
E PE PASRVCTVLVSRTALQVF I QKAI WMYVI CWLPY 
HARRIJ^CYVPDDAWTDPLYNFYHYFYMVTNTLPYVS 
SAVTPLLYNAVSSSFRKLFLEAVSSLCGEHHPMKRLP 
PKPOS PTLMDTASGFGDPPETRT 


2509 


A 


144 


291 


DVEVKWIEYQNMVNYLIQWIRHHVTTMSKRTFPNNPV 
ELiKVS VTVE I T 


2510 


A 


144 


291 


DVEVKWIEYQNMVNYLIQWIRHHVTTMSERTFPNNPV 
ELKVSVTVE IT 


2511 


A 


3 


279 


RSLPPAHSVSLWSVKLX3LRPWHPELRSVQPTRGGRTQ 
THRRGAAPGI STPHTLGGRASAARRPWHTCGRQRRPP 
RRRRERRPLYS SVLRST 


2512 


A 


3 


1396 


RQENNTRGVPSLLKSFLQERLGIHLIRRKIVKPKHHV 
LMSRKESWKYKSEI PKVPKQPLVLHHPRMTTTKS PSK 
DMLEPEAELAEDIiPTTKSTSVES /EDAH*EPGRPFPV 

AHQMRTPRAQSPSS * PR*VNCLPPS/LHKDDLELKEK 
DQKKPPTAPREVKGTRRKLPTAFL PS KYHGYEELLTA 
KPDPAFIEPKGIQKNA/ PSPATNAEAPTPVPLLQAQA 
GHSSETLCSQRETGPENPDSTPKED*SPTSG*HLHSL 
AGS PEHYRGSTRCC PAPVDRTAAGE P / ASS TWRPRGC 
*RSSRHVTGSW*VALCAQCSGLPRSPWPAQR*VRASP 
SSATSSSSWMS SARS PQPVTHKARAVHGGCVHHPACA 
PALPEGSVPWTAPQG* PAGHRPQS SAGPHT .T . ATRWHP 
LVRI S PPWPRHDLVPGPAAI KSGCTGQ 


2513 


A 


3 


1396 


RQENNTRGVPSLI1KSFLQERI1GIHLIRRKIVKPKHHV 
LMSRKESWKVKSEI PKVPKQPLVLHHPRMTTTKSPSK 
DMLEPEAELABDLPTTKSTSVES/EDAH*EPGRPFPV 
T.PTYT . / PPWPT.pci APTPT»PTVKRPCPT*VTOLSASAOS 
AHQMRTPRAQS PS S * PR* VNCLP PS / LHKDDLELKEK 
DQKKPPTAPREVKGTRRKliPTAFLPSKYHGYEElxLTA 
KPDPAF IEPKGIQKNA/ PSPATNAEAPTPVPLLQAQA 
GHSSETLCSQRETGPENPDSTPKED*SPTSG*HLHSL 
AGSPEHYRGSTRCCPAPVDRTAAGEP/ ASSTWRPRGC 
*RSSRHVTGSW*VALCAQCSGLPRSPWPAQR*VRASP 
SSATSSSSWMS SARS PQPVTHKARAVHGGCVHHPACA 
PALPEGSVPWTAPQG* PAGHRPQS SAGPHLLATRWHP 
LVRI S PPWPRHDLVPGPAAI KSGCTGQ 


2514 


A 


1065 


478 


HGLCBLTSTVQEGELCVFFRNNHFSTMTKYKGQLYLL 
VTIWFLTEEKVVWESLHNVIX3IX2NFCDSEFHLRPPS 
DPETVYKGQQDQIDQDYLMALSLQQEQQSQEINWEQI 
PEGI SDLEIjAKKIjQEEEDRRASQYYQEQEQAAAAAAA 
ASTQAQQGQPAQASPSSGRQSGNSERKRKEPREKDKE 
KEKEKNSCVIL 


2515 


A 


1065 


478 


HGLCELTSTVQEGELCVFFRNNHFSTMTKYKGQLYLL 
VTIXy3FLTEEKVVWESLHR\^GDG^CDSEFHLRPPS 
DPETVYKGQQDQIDQDYLMALSLQQEQQSQBINWEQI 
PEGI SDLELAKKLQEEEDRRASQYYQEQEQAAAAAAA 
ASTQAQQGQPAQASPSSGRQSGNSERKRKEPREKDKE 
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TABLE 7 



SEQ 
ID 


Metnod 


rredicteu 
beginning 
nucleotide 
location of 
first amino 
add residue 
of peptide 
sequence 


jrreoicxea 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


A minn ftrirl cennencfi Of— I Jnknnwn *=StOD codon* 

/^possible nucleotide deletion,=possible nucleotide 
insertion) 










KEKEKNSCVIL 


2516 


A 


290 


1041 


KACLHLLSS FLTSNFLFNPLLPDSLYSVEARSQRANL 
GPCRRKRLQTLMRIiAAGFQ YS SHKDPSIiS AKBKHTDY 
HNEARGPWPGWVG* RTADGSCGRGPDGAHHPGPKSSS 
WRASRIiLPGLGGSHHLDAYVGRDIiBCGTPAPbQLEI P 
PQPRGHPAPIPTGQAGPRDSGPGASP*VETRPLTDGR 
R* PGVRPVGWTPAHPAGTLRPRGAVEPSVSACGKWAP 
SPTSOGCCEGRCDAVPKHRAWRTPLCSQ 


2517 


A 


2 


1736 


QNENSVDKWGKPLVTDKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAKETGKCFFAPDVFNCQAPIjrGNMEVLH 
LYGSEEQKKQWLBPLLQGNITSCFCMTEPDVASSDAT 
NIECSIQRDEDSYVINGKKWWSSGAGNPKCKIAIVLG 
RTQNTSLSR*IjNNSD*ETCVGMSQSSSYLGNIiIiKIHC 
LDSQI IM* DMRVNVI YLYFTS I F*QVFLKNI IGSI AB 
HS S LWNFQ Y * KVLLNYQS CLD * 1 1 RQ I FSDLiUNli. V JL K 
CLDQRQ*S*NV*LYI * VPSYHC*AVRSFNQTTHLFSN 
HCFCSRSQPASDYVGVRI1LHSSHSSHHCI1HDYMKTSK 
RQLGFCLIiS VLFFFIiANFF * YNFS FD * \ HKQHSM I LV 
PMNTPGVKI I RPI*S VFGYTDNFHGGHFE I HFNQVRVP 
ATNLILGEGRGFEISQGRLGPGRIHHCMRTVGIiAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK 
IRLLTLKAAHSMDTLGSAGAKKEIAMIKVAAPRAVSK 
IVDWAIQVCGGAGVSQDYPIiANMYAITRVIiRIiADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2518 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFLPAVSG 

LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 

IiYGSEEQKKQWLEPLLQOJITSCFCMTEPDVASSDAT 

NIECSIQRDEDSYVINGKKWWSSGAGNPKCKIAIVLG 

RTQNTSLSR * IiNNSD * ETCVGMSQS S SYLGNliLKI HC 

IiDSQIIM*DMRVNVIYIiYFTSIF*QVFIiENIIGSIAE 

HS Sli WNF QY * KvliLiNY Qo L. Imj w X±KUJ.r 

CLDQRQ* S *NV* LYI * VPSYHC * AVRSFNQTTHLFSN 

HCFCSRSQPASDYVGVRLLHS SHSSHHCLHDYMKTSK 

RQLGFCLLSVLFFFIiANFF* YNFSFD* \HKQHSMILV 

PMNTPGVKI IRPLS VFGYTDNFHGGHFE I HFNQVRVP 

LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK, 
IRLLTLKAAHSMDTLGSAGAKKEIAMIKVAAPRAVSK 
IVDWAIQVCGGAGVSQDYPLANMYAITRVLRLADGPD 
EVHIjSAIATMEIiRDQAKRIjTAKI 






o 


550 


FGVTNLI CTGFLLMWCSSTNS I ALT\ SYTYLTI FDLF 
SLMTCLISYWVTLPJCPSPVYSFGFERLEVIiAWASTV 
LAQLGALF I LKE S AERFLEQPE I HTGRIlLVGTFVALC 
FNLFTMLSIRNKPFAYVSEAASTSWLQEHVADIiSRSL 
CGI I PGLS S I FLPRMN PFVLI DLAGAF ALC I TYML 


2520 


A 


1 


1876 


FJ^MMTKAVPEEPRKPGPJjTQALNSPLTWEHVWI CVP 
GGTPDCLTDTFRVKRPHLRRSASNGHVPGTPVYREKE 
DMYDEI IELKKSLHVQKSDVDLMRTKIiRRLEEENSRK 
DRQI EQLLDPSRGTDFVRTLAEKRPDAS WVINGLKQR 
I LKLEQQCKEKDGTI S KIjQTDMKTTNLEEMRI AMETY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=<5top codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










YKBVHRLQTLLASSETTGKKPLGEKKTGAKRQKKMGS 
ALLSLSRSVQELTEENQSLKEDLDRVLSTSPTI SKTQ 
GYVEW S KPRIiIiRRI VEJjJi lU^bvf^ooJS^llAiiiSlr'V.K.o 
HPPACLASSSALHRQPRGDRNKDHERLRGAVRDLKEE 
RTALQEQLLQRDLEVKQLLQAKADLEKEIiECAREGEE 
ERREREEVLREEIQTLTSKLQELQEMKKEEKEDCPEV 
PHKAQELPAPTPSSRHCEQDWPPDSSEEGLPRPRSPC 
SIX3RRDAAARVLQAQWK\mOIKKKKAVIiDEAAVVIiQ^ 
AFRGHLTRTKLLASKAHGSEPPSVPGLPDQSSPVPRV 
PSPIAQATGSPVQEEAI VI IQSALRAHLARARHSATG 
KRTTTAASTRRRSAS ATHGDASS PPFLAALPDPS PSG 
PQAVAPLPGDDVNSDDSDDIVTAPSLPTKNFPV 


2521 


A 


5618 


4060 


APARRGLGDRCSSSSFSSSFFSSASSPRRLATAAARA 
GGAAVT PVPEE PAL PVPGGRG AGEAG PRRTQQVE PGV 
PGRAPPAHHAALCHLSRPQAKJLSMMEDNKQIiAIiRID 
GAVQSASQEVTNLRAELTATNRRLAELSGGGGPGPGP 
GAAASASAAGDSAATNMENPQLGAQVLLREEVSRIiQE 
EVHLLRQMKEMLAKDItEESQGGKSSEVljiiAl isliKvyjj 
AQKEQELARAKEALQAMKADRKRIiKGEKTDIiVSQMQQ 
LYATLESREEQLRDFIRNYEQHRKESEDAVKALAKEK 

LEAEIiAMAKQSIiATLTKDVPKRHSIiAMPGETVLNGNQ 
EWWQADLPLTAAIRQSQQTLYHSHPPHPADRQAVRV 
SPCHSRQPSVISDASAAEGDRSSTPSDINSPRHRTHS 

PREHSGECISCSVLSFCKKRWMWGEKGMRPVCSLCPG 
G 


2522 


A 


1023 


766 


MLCSRLGTTASWRRIiGIRAWAPLLLLFPWDWHFILSF 
SSRPWAGTLLAPHDVIMGSSTFPQSCQAEAGPRHAWP 

' IVDT?PDP T DDXf* 

IvjRr bKKXiKKV w 


2523 


A 


1 


429 


NTLLTIIVLFPDPPSLSSNSSIRSSSSFSTCISCELS 
TSGCPAITTESVSASPSMISPSATSV*VTS*SSSCTS 
ASPGSPGSCWIiI^ES*EAPWASCSDLFIiI J EALLLPKR 
LLGWFTIRESVSKGFRAALTVLAMLGLDRSKL 


2524 


A 


165 


638 


LALNGVFTNTIKLIVGRPRPDFFYRCFPDGLAHSDLM 
CTGDKDWNEGRKS F PSGHS S FAF AGLAFAS FYIiAGK 

HHWQGPFKW* 


2525 


A 


165 


638 


MFVI AFLS PLSLI FLAKFLKKADTRDSRQACLAASIA 
LALNGVFTNTI KLI VGRPRPDFFYRCFPDGLAHSDLM 
CTGDKDVYNEGRKSFPSGHSS FAFAGIiAFAS FYIiAGK 
LHCFTPQGRGKSWRFCAFLS PLLFAAVI ALSRTCDYK 
HHWQGPFKW* 


2526 


A 


2 


266 


KGSTEAFI SGTAGWGTGLLPS S AGLPGGWGPAGGWAG 
TDRRGPRARPI PQKSPPWPWSGDAAKGQSGFLPVAAW 
AGQGRLPGGGIIVH 


2527 


A 


2 


614 


PRVRLFTVI TYFFWIGIAPI FI L YELDSPLCWNEVF 
IGYGSALGSASFLTSFLGIWLFSYCMEDIHMAFIGIF 
TTMTGMAMTAFASTTIJ^FLiARVPFLFTIW 
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TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucieonue 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
^possible nucleotide deletion,=possible nucleotide 










MLSKVVRSTEQGTLFACIAFLETLGGOTAVSTFNGIY 
S ATVAWYPGFTFLLS AGLLLLPAI SLCWKCTS WNEG 
SYELLIQEESSEDASDRAC 


2528 


A 


2 


614 


PRVRLFTVITYFFVVIGIAPIFILYELDSPLCWNEVF 
IGYGSALGSASFLTSFLGIWLFSYCMEDIHMAFIGIF 
TT>nX5MAMTAFASTTLMMFLARVPFLFTIVPFSVLRS 
MLSKVVRSTEQGTLFACIAFLETLGGVTAVSTFNGIY 
SATVAWYPGFTFLLSAGLLLLPAI SLCWKCTS WNEG 
SYELLIQEESSEDASDRAC 


2529 


A 


1297 


793 


LGEPLGDLCELI PGDVQQLQMGEVHPGTGAQGSAAQS 

VAGEVQLTQLSHARQRPSCQGSQLIALDLQHMDISRQ 

PRWQHVQPVARQ VQRAQQAQLAKLjVAVHJjWA^IJA V VA 

EVELLQEVGGGKVFAANACDLWQDHEGAHAARQATG 

HALQRVIVQVRRVQPLEAL*RVPSGLPRRVRAFMILH 

NQITGIGREDFATTYFLEELNLSYNRITSPQVHRDAF 

RKLRLLRSLDLSGNRLHI^PPGLPRNVOT 

AALARGALAGMAQI^LYLTSNRIiRSRAIjGPRAWVDL 

AHLQLLDIAGNQLTEI PEGLPESLEYLYLQNNKISAV 

PANAFDSTPNLKGI FLRFNKLAVGSWDSAFRRLKHL 

QVLDIEGNLEFGDISKDRGRLGKEKEEEEEDEVEEEE 

tr 


2530 


A 


2 


1671 


LADGDMLPLLLLPLLWGGSLQEKPVYELQVQKSVTVQ 
EGLCVLVPCSFS YPWRSWYSS PPLYVYWFRDGE I PYY 
AEWATNNPDRRVKPETQGRFRLLGDVQKKNCSLSIG 
DARMEDTGSYFFRVERGRDVKYSYQQNKLNLEVTALI 
EKPDIHFLEPLESGRPTRLSCSLPGSCEAGPPLTFSW 
TGNALS PLD PETTRS S ELTLTPRPEDHGTNLTCQMKR 

SYLPVLEGQALRLLCDAPSNPPAHLSWFQGSPAliNAT 
PI SNTGILELRRVRS AEEGGFTCRAQHPLGSLQI FLN 
LSVYSLPQLLGPSCSWEAEGLHCRCSFRARPAPSLCW 
RLEEKPLEGNSSQGSFKVNSSSAGPWANSSLILHGGL 
SSDLKVSCKAWNIYGSQSGSVLLLQGRSNLGTGVVPA 
ALGGAGVMALLCI CLCLI FFLI VKARRKQAAGRPEKM 
DDEDPIMGTITSGSRKKPWPDSPGDQASPPGDAPPLE 
EQKELHYASLSFSEMKSREPKDQEAPSTTEYSEIKTS 
K 


2531 


A 


2 


1671 


LADGDMLPLLLLPLLWGGSLQEKPVYELQVQI^ 

EGLCVLVPCSFSYPWRSWYSSPPLYVYWFRDGEIPYY 

AEWATNNPDRRVKPETQGRFRLLGDVQKKNCSLSIG 

DARMEDTGS YFFRVERGRDVKYS YQQNKLNLEVTALI 

EKPDIHFLEPLESGRPTRLSCSLPGSCEAGPPLTFSW 

TGNALS PLDPETTRS SELTLTPRPEDHGTNLTCQMKR 

QGAQVTTERTVQLNVS YAPQTITI FRNGI ALE ILQNT 

SYLPVLEGQALRLLCDAPSNPPAHLSWFQGSPALNAT 

PISNTGILELRRVRSAEEGGFTCRAQHPLGSLQIFLN 

LSVYSLPQLLGPSCSWEAEGLHCRCSFRARPAPSLCW 

RLEEKPLEGNSSQGSFKVNSSSAGPWANSSLILHGGL 

SSDLKVSCKATOIYGSQSGSVLLLQGRSNLGTGVVPA 

AIjGGAGVMALLCI CLCLI FFLI VKARRKQAAGRPEKM 
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TABLE 7 



rSEQ 

ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucieouue 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X-Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=^possible nucleotide 










DDEDPIMGTITSGSRKKPWPDS PGDQAS PPGDAPPLE 
EQKBLHYASLSFSEMKSREPKDQEAPSTTEYSEIKTS 

K 


2532 


A 


51 


674 


nn nTTPTTT .A A YTtfQD QDSGTTD PSMECCRRATPGTLLLF 
LAFIJiLSSRTARSBEDRDGIiWDAWGPWSECSRTCGGG 
ASYSLRRCLSSKSCBGRNIRYRTCSNVDCPPEAGDFR 
AQQCSAHNDVKHHGQFYEWLPVSNDPDNPCSLKCQAK 
rzTTT.WRTi APTTVT.nnTRCYTESIiDMCI SGLCO VS ADL 
PSPNLSRGFQCLCVNGIiHSLTIi 


2533 


A 


239 


577 


r^T3RT?17WQT.TYT^r^TRT.T>PaT.PT.VT.TiVTinFKVOGTOOP 
LjvJir/VK. v WkDiJX^ Xi T iV3 J. f\ 1 III zztWJ C V J-iJ-i v u>UviW c 

QQDEMPSPTFLTQVKESLSSYWESAKTAAQNIiYEKTY 
IiPAVDEKLRDLYSKSTAAMSTYTGI FTDQVLSVLKGB 
E 


2534 


A 


239 


577 


GQPARVWSLDTMGTRLLPALFLVIiLVLGFEVQGTQQP 
QQDEMPSPTFLTQVKESLSSYWESAKTAAQNLYEKTY 
IiPAVDEKLRDLYS KSTAAMSTYTGI FTDQVLSVLKGE 
E 


2535 


A 


103 


318 


MWRKHLSIjLVLRDFIJ^APRRRDSLTLTHMATIjAQKPC 
GIEKQICFYVLFSLSIFQHRLNSLKPRHLLRPDP* 


2536 


A 


1 


2374 


MVS I SDLVICPPRHPKVLGLQGPPGIiDS I SDPSAGAG 
FLDWGEIGMPGPGRAGHQALCKCDCQC31iEKTTTKAPG 
KMPKSTRSGPTOVRLADGPNRCAGRIiECGMPDAGEQC 
VMTTGTSGRHCGLLGTGLWKGYTDLTI I PPGPGTPPQ 
ERTCQGDYHSGGTWTHS PLETTRRPGSS S PAIRRLPA 
QMLLLPARPPHPRSSSPEAMDPPPPKAPPFPKAEGPS 
STPSSAAGPRPPRLGRHLLIDAN/GVYPYTYTVQLEE 
EPRGPPQREAPPGEPGPRKGYSCPECARVFASPLRLQ 
SHRVSHSDLKPFTCGACGKAFKRSSHLSRHRATHRAR 
AGPPHTCPLCPRRFQDAAELAQHSWGTPRGPLIiAAAC 
NCEVARGRLES PGPERUjHGYGGREEEGGWGRAAGGL 
DRVEGFISSKAHHYLLIDTQGVPYTVLVTRSHRGSQG 
mrPT naDnrr/^T iDDVT.ir^T.PVTTUTTT.nPWQTTHSRVPO 
DFAGSLDSFCyrPGESLRLVFRALDTTQS SRI SKAEPC 
IjKEBPLSIjGDLPYMHTTLCFCRKRRASPGPGTIjQRGA 
LAWPDWAS PRALPVPSLS STTRS PAAPLFAVPLSGRT 
TQAMAFDGIIFQGQSQRSAGLTTTSRFLACQRPLRLC 
AWWASRS PRCTLRRPVGIiRPGVHPRPRLVYRDLKPEN 
VMASGQPRDRPQPWFAWPPRPTRFCGGCWTLTPKEER 
rr\o otvsa dha pwrop"R(TR ak AVfiAVBERIiGSEEAPGD 
AEREAAHPRPPRPTAFGVSSGLPELLVKRWAQLQEL 
WTSSTAGGWSTQMQT 


2537 


A 


241 


957 


MRSSLTMVGTLWAFLSLVTAVTSSTSYFLPYWLFGSQ 
MGKPVSFSTFRRCNYPVRGEGHSLIMVEECGRYASFN 
AIPSIAWQMCnWTGAGC^LIiLVAIiAAVLGCCMEEL 
I SRMMGRCMGAAQFVGGLL I S SGCALY PLGWNS PE IM 
QTCGOTSNQFQI/3TCRLGWAYYCAGGGAAAAMLI CTW 
LSCFAGRNPKPVIIjGGKHHEENHFLCYGAWPLPSTLE 
LRKEDRGGRATGKQVTP 


2538 


A 


2817 


1352 


MAAAAAGAGSGPWAAQEKQFPPALLSFFIYNPRFGPR 
EGQEENKILFYHPNEVEKNEKIRNVGLCEAIVQFTRT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, ; 
y=possible nucleotide deletion,=possible nucleotide 
insertion) 










PS PSKPAKSLHTQKNRQFFNE PEENFWMVMWRNPI I 

EKQSKDGKPVIEYQEEBLLDKVYSSVLRQCYSMYKLF 

NGTFLKAMEDGGVKLLKERLEK^ 

LIiDIFGGISFFPbDKMTYLKIQSFIN\RMEESLNIVK 

YTAFLYNDQLIWSGLEQDDMRILYKYLTTSLFPRHI\ 

EPELAGRDSPIRAEMPGNLQHYGRFLTGPIiNIiNDPDA 

KCRFPKI FVNTDDTYEELHL I \ VYKAMSAAVCFMI DA 

SVHPTLGF\CRRTGTASLGPQLHSGWASGHLVEQF*H 

QQGGCSGV*GKEPQFKFIYFNHMNIiAEKSTVHMRKTP 

SVSLTSVHPDLMKILGDINSDFTRVDEDEEI I VKAMS 

DYWWGKKSDRRELYVILNQKNANIjIKVNEEVKKIiCA 

TQFNNIFFLD 


2539 


A 


171 


347 


NYSLSVYLWQLTAGTIiliQKLRAKGIRNPDHSRALSE 
♦HLSSLPHLIWIQVFLALQPS 


2540 


A 


2 


583 


FPGRRFRHNARRGFFFSHIGWLFVRKHRDVIEKGRKL 
DVTDLLADPVVRIQRKYYKI S WLMCFWPTLVPWYI 
WGESLWNS YFLASILRYTI SLNI SWLVNSAAHMYGNR 
PYDKHISPRQNPLVALGAIGEGFHNYHHTFPFDYSAS 
EFGLNFNPTTWFIDFMCWLGLATDRKRATKPMI EARK 
ARTGDSSA 


2541 


A 


1 


1791 


MTSGPQTSQPKEHLTNFKSDEQERVSSLAQSHTDNHR 
IiHEPGLQEGIRAVPREDPQWNYQADS PRGPLDHHRRR 
ASGNSQWRQAKLXALTRALTLAKGLRINIYTDSKYAF 
RI LHHHAVI WAERGFLPTQGSSI INATLI KTLLKAAL 
LPKEAGVIHCKGHQKASDPITQGNAYADKPIGFGIiEK 
LLTFHLSQLQEYRGTKWREKSHRCTI^ENTSKIjTSL 
NEEYTKNKTEYEEAQDAIVKEIVNISSGYVEPMQTLN 
nVT . ADT iTJAWS FAHVSNGAPVPYVRPAI LEKGOGRI I 
LKASRHACVEVQDEI AFI PNDVYFEKDKQMFHI ITGP 
NMGGKSTYIRQTGVI VLMAQIGCFVPCESAEVS I VDC 
IIiARVGAGDSQIiKGVSTFMAEMLETASILRSATKDSL 
IIIDEIiGRGTSTYIXSFGLAWAISEYIATKIGAFCMFA 
THFHELTAIiANQI PTVNNLHVTALTTEETLTMLYQVK 
KGVCIXJSFGIHYAEIiANFPKHVIECAKQKAIjELEEFQ 
YIGESQGYDIMBPAAKKCYIiEREQGEKI IQEFLSKVK 
QMPFTEMSEENITIKLKQLKAEVIAKNNSFVNEI ISR 
IKVTT 


OKA O 


A 


X 


639 * 


AGTARFVCQAEGI PS PKMSWLKNGRKI HSNGRI KMYN 
SKLVINQI I PEDDAI YQCMAENSQGS ILSRARLTWM 
SEDRPSAPYNVHABTMS S SAI LLAWERPLYWSDKVIA 
YSVHYMKAEGLNNEEYQVVIGNDTTHYIIDDIiEPASN 
YTFYIVAYMPMGASQMSDHVTQNTLEIXiHTSVGIiLQF 
AGGLLLTLVASWPVPGDTTSEGCVTAK 


2543 


A 


700 


283 


VPRLVS PLSNP APKFYCVS F F YHMYGKHI G SLNLLVR 
SRNKGALiyimWSLSGNKGNVWQQAHVPISPSGPFQI 
I FEGVRGPG YLGD IAI DDVTLKKGEC PRKQTDPNKW 
VMPGSGAPCQSSPQLWGPMAIFIiLALQR 


2544 


A 


2 


673 


NSRVEGQLCDLDPSAHFYGHCGEQLECRLDTGGDLSR 
GEVPEPLC^CRSQSPIXGSDGHTYSQICRLQEAARAR 
PDANLTVAHPGPCESGPQIVSHPYiyrWNVTGQDVIFG 
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TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 

lorn firm of 

first amino 
acid residue 
of peptide 

c An n An pa 


Predicted 

ending 

nucleotide 

location of 

last amino 
acid 

residue of 
sequence 


Amino acid sequence (X-Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










CEWAYPMASIEWRKDGLDIQLPGDDPHISVQFRGGP 
QRFEVTGWLQIQAVRPSDEGTYRCIiARNALGQVEAPA 
SLTVLTPDQLNSTGI PQLRSLNLVPEEEAESEENDDY 
Y 


2545 


A 


195 


635 


IATOETKDQKKQRKKNSGPKAAKKKKRIILQDIiQIiGDE 
EDAWKRNPKAFAFQS AVWMARS FHRTQDLKTKKHHI P 
WDRTPLEPPPIWWMGP/PKV6KSTLIQCLIRNFT 
RQKLTEIRGPVMI VSGKKLRLTI IDCGCDINMMIDIiA 


2546 


A 


167 


691 


MGWVWTLCTASACLTLLPWSQTPGKAPQIPCPPPHIiS 
HWCLS PMQMDDGCARLCVLWTAWMRWRVLMCSCRVWA 
TDLG I FLGVALGNE PLEMWPLTQNEE CTVTGFLRDKL 
Q YRSRLQ YMKHYF P INYKI RVP YEGVFR I ANVTRLRA 

^UiO QJvuXUv X XJv3 V J_l V OJJOnJL DO V xxXJ n 1 il l 


2547 


A 


1 


337 


RRFVSQETGNLYIAKVEKSDVGNYTCVVTOTVTNHKV 
LGPPTPLILRNDGVMGEYEPKIEVQFPETVPTAKGAT 
VKLECFALGNPVPTI I WRRADGKPI ARKARRHKSRVG 

Iv 


2548 


A 


2 


462 


EFQEAAKLYHTNYVRNSRAI GVLWAI FTICFAI VNW 
CFIQPYWIGDGVDTPQAGYFGLFHYCIGNGFSRELTC 
RGSFTDFSTLPSGAFKAASFFIGLSMMLI I ACI ICFT 
LFFFCNTATVYKI CAWMQLTS AACLVLGCMI FPDGWD 
SDEVN 


2549 


A 


418 


768 


AFTKHIJjKPRMEVKDCGAHNLEKGLTIFFHKGPSSMY 
FRLCGPHEGRFFFL\ IPPLHLLHLLFPLHFFYNFRDE 
ELS CTWELKYTGNASALL I LPDQDKMEE VEAMLLPE 
TFALCC 


2550 


A 


2484 


121 


AIMTTRQATKDPLLRGVSPTPSKIPVRSQKRTPFPTV 
TSCAVDQENQDPRRWVQKPPLNIQRPLVDSAGPRPKA 
RHQAETSQRLVGI SQPRNPLBELRPSPRGQNVGPGPP 
AQTEAPGTIEFVADPAAIATILSGEGVKSCmiGRQPS 
IiAKRVLWGSQGGTTQRVQGVRASAYLAPRTPTHRLD 
PARASCFSRLEGPGPRGRTLCPQRLQALISPSGPSFH 
PSTRPSFQELRRETAGSSRTSVSQASGLLIiETPVQPA 
FSLPKGEREVVTHSDEGGVASLGLAQRVPLRENREMS 
HTRDSHDSHLMPSPAPVAQPLPGHVVPCPS PFGRAQR 
VPS PGPPTLTSYSVLRRLTVQPKTRFTPMPSTPRVQQ 
AQWLRGVSPQSCSEDPALPWEQVAVRLFDQBSCIRSL 
EGSGKPPVATPSGPHSNRTPSLQEVKIQRIGILQQLL 

NATEHNSGTSHLPGLLKHSGLPKPCLPEECGEPQPCP 
PAEPGPPEAFCRSEPEIPEPSLQEQLEVPBPYPPAEP 
RPLESCCRSEPEIPESSRQEQLEVPEPCPPAEPRPLE 
SYCRIEPEI PESSRQEQLEVPEPCPPAEPGPLQPSTQ 
GQSGPPGPCPR\VELGASEPCTLEHRSLEPSLPP\CC 
SQWAPATTSLIFSSQ\HPLCASPPICSFQS\LRPPA\ 
GQAG/LSANIiAPI»EPIiALKGAAFKSC\LTAIHCFHEA 
SSWTIEC^\YTSRAPP\SGPTRVCrmPVATIjLEWQD 
ALCFIPVGSAAPQGSP 


2551 


A 


356 


1313 


NCNLSVGSSCLSI^VWl^lRMWTLRSPLTRSLYVNM 
TSGPGGPAAAAG^KENHQWYVOJREKLCESLQAVFV 
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694 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










aovt TVV* , TY^TT7T.MMQTRKQRWT.PTnTiYH c ?I7V"R55VFSIj 
X XjU\J\j iyi i? xxi« im lj x n iy«j <j *i xi v xyjjinor v v k ijjj 

FMSRTS INGLLGRGSMFVFS PDQFQRLLKINPDWKTH 

RliLDLGAGTCEVTKIMSPHFEEIYATELSETMIWQLQ 

irKTTVT? VT Jdl MFWONTGFOYDVT SCTLNLLDRCDO PLTL 

LKDI RS VLB PTRGRVI LALVLPFHPYVENVGGKWEKP 

SEILEI KGQNWEEQVNSLPEVFRKAGFVI EAFTRLPY 

LCEGDMY1TOYYVLDDAVFVLKPV 


2552 


A 


299 


21 


MGSSVLSIWILSPSIYPILSPIiAMPCLSRTDLIRVRR 
IQGAWPSEGTASS IRGWVLTKLRMS SGKALEALYCI P 
GAAQHPGLGVTRVWSGRT* 


2553 


A 


337 


642 


FAFPHYYIKPYHLKRIHRAVLRGNl^K^ 
ANKRDRKERTALHLACATGQ PKMVHLLVSRRCELNLC 
DREDRT PLI KAVQLRQEACATLLLQNGA 


2554 


B 


111 


1520 


PS I PAAVPQSAP PE PHREETVTATATSQVAQQP PAAA 
APGEQAVAGPAPSTVPSSTSKDRPVSQPSLVGSKEEP 
PPARSGSGGGSAKEPQEERSQQQDDI BELETKAVGMS 
NDGRFLKFD I E IGRGS FKTVYKGLDTETTVEVAWCEL 
QDRKLTKSERQRFKBEAEMIiKGLQHPNIVRFYDSWES 
TVKGKKCI VLVTELMTSGTLKTYLKRFKVMKI KVLRS 
WCRQIIiKGIiQFLHTRTPPIIHRDLKCDNIFITGPTGS 
VKI GDLGLATLKRAS FAKSVI GTPE FMAPEMYEEKYD 
ESVDVYAFGMCMIiEMATSEYPYSECQNAAQIYRRVTS 
GVKPASFDKVAI PEVKEI IEGCI RQNKDERYS I KDLL 








\ 


NHAFFQEETGVR VTsxiAEEDDGEKXAI KLWLRI EDI KK 








LKGKYKDNEAI EPS FDLERNVPEDVAQEMVESGYVCE 
GDHKTMAKAIKDRVSLIKRKREQRQL* 


2555 


B 


111 


1520 


PS I PAAVPQSAPPE PHREETVTATATSQVAQQP PAAA 

APGEQAVAGPAPSTVPSSTSKDRPVSQPSLVGSKEEP 

PPARSGSGGGSAKEPQEERSQQQDDIEELETKAVGMS 

Mtv^DTTT v w i \TDTr , DnoT?tr r nrwr , T .TfT r CT , T r \/T7\/TV WfT^T. 
NLAjKt JjJ^JJXlSiviKbrbr IVA V X AJLxLlLTxlSi. 1 VIS VJ\VVl»IUJ 

QDRKLTKSERQRFKEEAEMLKGLQHPNIVRFYDSWBS 
TVTCGKKCI VLVTELMTSGTLKTYLKR KVLRS 
MprjrtT r.vn.1 jTiWT .WTRTPPT T HP OT ,Tf rDTJ" TFT TGPTGS 

rii^i i i i ivt-r i ■\Jr t juxi a rv ± ±r lr X X nX\J-/ 1 1 i\X»X/.l. < i x c x J. or x 

VKIGDLGLATLKRASFAKSVIGTPEFMAPEMYEEKYD 
ESVDVYAFGMCMLEMATSEYPYSECQNAAQIYRRVTS 
GVKPASFDKVAI PEVKEI I EGCIRQNKDERYS I KDLL 
NHAFFQEETGVRVELAEEDDGEKIAI KLWLRI ED IKK 
TjKGKYTmNRAIEFSFDLERNVPEDv^OEMVESGYVCE 
GDHKTMAKAIKDRVSLIKRKREQRQL* 


2556 


A 


105 


447 


LI FCRWEYLHSLHLPQEICLSIiALFSRFTFCVI I CE 
VDWSVIFKVPFCSKRNKVAVHTMLYIQI FVSLFI * P 
QNWKQPKCPATVERINKMWYIHIV/EYYSANKR 


2557 


A 


1 


512 


DEELPDLSVSRRSSHLHWGI PVPGYDSQTI YVWLDAL 
VNYLTVIGYPNAEFKSWWPATSHI IGKDILKFHAI YW 
P AFLLGAGM S PPQRI CvTISHVTTVCGQKMS KSLiGNWD 
PRTCLNRYTVTXSFRYFLLRQGVTNWDCDi^ 
LNSELADALGGLLNRCTAKRIN 


2558 


A 


1117 


647 


MILQVSGGPWTVALTALLMVLLISVVQSRATPENSVY 
QERQECYAFNGTQRWDGLI YNREEYVHFDS AVGE FL 
AVMELGRPIGEYFNSQKDFMERKRAETOKVCRHICYEL 
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TABLE 7 



SEQ 

ill 


Method 


Predicted 
peginiung 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 

CUUlllg 

nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletioii,=possible nucleotide 
insertion) 










MEPLIRQRR6DVTI TAVRGCWTTILSGYFLLKRGWS 
GGCSWGSS* 


2559 


A 


1027 


254 


STQRGGI KGVARAASLVGRRRAGTQ4ALLLCLVCLTA 
ALAHGCLHCHSNF S KKPS FYRHHVNFKS WWVGD I PVS 
GALLTDWSDDTMKELHLAI PAKITREKLDQVATAVYQ 
MMDQLYQGKMYF PGYFPNELRNI FREQVHLI QNAI I E 
SRIDCQHRCGI FQYETI SCNNCTDSHVACFGYNCESS 
AQWKSAVQGLLNYINNWHKQDTSMRPRSSAFSWPGTH 
RAAPAFLVLPALRCLBPPHLANLSLEDAA* CLKQH 


2560 


A 


1027 


254 


STQRGGIKGVARAASLVGRRRAGTGMALIxLCLVCLTA 
2VT*JVWf*r*T .HPTTCTWF^TQCFSFYRHHVNFKSWWVCroi PVS 

galltdwsddtmkelhlai paki trekldq vatavyq 
mmdqlyqgkmyfpgyfpnelrni freqvhliqnai i b 
sridcqhrcgifqyetiscnnctdshvacfgyncess 
aqwksavqgllnyinnWhkqdtsmrprssafswpgth 
raapaflvlpalrciiepphlanlsledaa* clkqh 


2561 


A 


88 


459 


AGDHVSRNI PVATNNPVRAVQEETRDRFHLIiGDPQNK 
DCTLSIRDTRESDAGTYVFCVKRGNMKWOTKYDQLSV 
xnrra Qnm.T.^P YRTiEVPESVTVOEGEjCVSVPCSVLYP 
HYNWTASSPVYGS 


2562 


A 


337 


1129 


AHTjSARLSALIIiDBVAJLPAPQNLSVLSTNMKHIiLMW 
SPVIAPGETVYYSVEYQGEYESLYTSHIWIPSSWCSL 
^RriDT^nnvwjnTTATVPYNIiRVRATLGSOTS /CLEHP 
/VSIPIiIETQPSIiPDL/RMEITKDGFHLVIBLEDLGP 
QFEFLVAYWRREPGAEEHVKMVRSGGIPVHLETMKPG 
AAYCVKAQTFVKAIGRYSAFSQTECVEVQGEAI PLVL 
ALFAFVGFMLILVVVPLFVWKMGRLIjQ/YIxIiLPRGGS 
SQTPWKITQF 


2563 


A 


1 


359 


ISGESIYWSQKPTPSSNASPWSEPAAVDVELTAYAIOi 

aqltkpsltqkeiakatsivawlakqrnayggfsstq 
itivvaliqaiiakyattayvpseeinlvvkstenfqrtf 
niqavnrm 


2564 


A 


150 


299 


MTFLILSI APVLAVTGMI ETAAMTGFANKDKQBIjKHA 
GKQLKLWRIYVL* 
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TABLE 8 



SEQ ID NO: 


INumoeroi iivt 


M. ATI. I 2UlgC« SWJl vo 


695 


1 


174-191-1080 


696 


1 


40-71-9788 


704 


1 


16R-18*v1760 

LOO 10J.1/U7 


711 


1 


4488-4504*291 1 


722 


t> 


272-290-2864 328-351*1725 863- 




880-2348 1107-1128*3163 1137- 






1 151-1708 1 161-1 180*2038 


ni i 
15 1 


1 
1 


406-434*2245 


732 


1 


5 70-607 -9945 


736 


1 


164-180-1916 

JirrJOV. 17JU 


740 


1 


OA9 091 -9994 


742 


1 


R1£-R19-1758 


756 


1 


iaio moo. ifiX7 


757 


1 




758 


1 


Do,50*>2:.J:5-Vf 


759 


4 


1f\1A inoi-9991 100^-1111*9566 




11*71 1 1 A/I.OCAiC 1 O/IC lO^C^'TO/lA 

1 171-1 194:250o 124j-12oj.2240 


761 


3 


Ol.OOA^ 11*7 1ll£.91Al C<1 

Oj-o\3:221D 11 /-IdO.ZLhd oDJ- 




O /U.2245 


773 


3 


/o-oo'.Z/o/ 106-1 0OIZD/.0 jHU- 




JOU.ZUoO , 


776 


3 


0n_1 0A-9470 91 9-919-9569 187- 




/IA0.O1 QO 

4U-5.21o3 


781 


1 


11^1 19-1 85/1 
1 1D-1 jZ. 1oj*+ 


784 


1 


CO ^A.OIOA 

53-69:2130 


795 


3 


Ant AO \Ot\A CfSH 01.1010 fZC\C 

433-453:1894 506-531:1812 oOo- 




zroo.oi oa 
022.21.jU 


798 


1 


19£_1Q9-9RAO 
1 /0-iy2.2o*"-!> f 


804 


1 


911 9AR'1AQ0 
2j 1 -Z*+o 


825 


1 


QA_QA.OOCA 


826 


1 


1 0il_91 1-9QSA 


835 


4 


QA_110*91ft5 IAS 161-1QQ5 901- 






991-9481 166-185-1855 


836 


< 


04-11 n-9 105 14*1-1 61 2282 207- 




226*1712427-442*1810 519- 






537*2682 


QOQ 

Boo 


1 
X 


530-547:3345 1 


839 


1 


88-100-2169 


OvIO 

842 


1 
1 


149-175*1731 


843 


t 
1 


140-175*1711 


OA£ 

846 


i 
1 


100-116-1761 


OC 1 

851 


1 


181-405*2659 


oco 
0O2 


1 
1 


179-401*2659 


ooO 


1 
1 


61-81*3175 


BOO 


O 

z 


62-81 1837 131-147*2154 


871 


1 


50-68:2276 


877 


3 


155-173:2724 426-442:2801 780- 




800:2540 


883 


3 


192-214:1749 266-284:1879 425- 




444:2199 


889 


2 


183-205:2141 304-320:2692 


897 


1 


538-553:1709 


898 


1 


725-740:1709 


899 


1 


58-73:1930 


901 


1 


102-121:2779 
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TABLE 8 



SEQ ID NO: 


Number ofTM 


i ivj. range* scores 


905 


1 


90R_995' > V*4^ 


906 


1 


1 1£- 1^*9747 


926 


3 


OfJk 9R£*91H7 4^1-4^fl*9ft17 404- 
ZOO-ZoO.ZlU/ HJI-HjU.ZvI / *t~*t- 




SOO-700^ 


927 


1 




930 


2 


904 99 1 • 1 07R 9S0-975- 1 7^5 


939 


1 


oo-I 10. loo I 


950 


3 






S 1^*9^44 


951 


1 


o/o-oyo.Zjoi 


952 


1 


70 G^-9/SfK 

/y-yj.zouo 


955 


1 


17o-lyo:Z0o3 


958 


1 


3y4-4 14.ZOZO 


964 


1 


*70C T^C-^OOO 


968 


1 


o4-yy:Z4jo 


969 


4 


59-75:ZloU 115M34.Z4DO 413- 




All-'YIQK K(\t ^99«90fiA 

433.Z/IS3 3Ul-3ZZ.ZyU4 


970 


1 


267-284:3132 


975 


3 


192-208:2437 279-296:1885 392- 




A Aft OCOrt 

409:2589 


976 


3 


266-282:2437 353-370: looo 4oo- 




a oi .icon 

4o3:Z3oy 


992 


1 


lUo3-lUo3:l /OZ 


993 


1 


124-141:2188 


996 


1 


450-474:2798 


1003 


1 


313-334:2372 


1018 


5 


71-95:2393 145-166:2340 187- 
204:lo4o Z3/-ZDO:3ZJl Zy/- 

OIO.I TOO 

31o:l /tS3 


1023 


1 


zjy-zj/.zoDi 


1024 


1 


3 / /-3y3.1 /3 1 


1025 


1 


339-357:1757 


1032 


3 


192-214:1749 266-284:1879 425- 
444:Ziyy 


1039 


2 


1 1/JC>n<;9 9AA 9^0*1 7£1 

l3Z-10o:ZU3Z z*w-zoy.i /01 


1042 


3 


110-124:2032 198-214:1804 512- 
331.ZZU4 


1050 


2 


/HCA^1'7A.9AG,A ^7ft<;0/V97fiO 

4ot>~4 /o:zuy4 3 /u-3yu.z /uy 


1055 


1 




1062 


2 


oZ-y/:zoi/3 103-1 oz.zjuu 


1071 


5 


o4-lUl/.ZlUl Zl*t-ZjU.ZOl/y jOU- 
10<I«9rt74 4^f\_47R*lQ99 ^fv- 

3y3.zu/ < * £ fjo-*r/o.i.yxx jjo* 


1 AO C 

1085 


*> 
z 


4(W»0-99R3 09-120*1980 


1094 


A 
H 


0^-1 OR -94^9 1 70-1 R7-2464 205- 
220:2179 241-265:2052 


1098 


2 


142-158:1937 197-216:2428 


1099 




550-567:3380 


1110 




105-127:2966 


1117 




225-240: 1816 473-494:3219 


1118 




234-255:3219 


1130 




1245-1266:3138 


1143 




80-99:2954 I 


1144 




194-213:2954 


1146 




233-249:2778 
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TABLE 8 





Nn m her of TM 


TM range: scores 


1 1 AO 




39-68:2097 


1 1 Rfi 

IloU i 


~r " 


77-100:1932 


1 1 QA 


— 


105-121:2609 




-: 


86-104:1835 


1 1 en 


-: 


202-221:2761 


IZ13 





692-715:1701 


1223 


1 " 


347-363:2829 


IZ34 


-j — 


555-570:1891 ^ 


i o*a*7 
1/3/ 


— 


518-537:2980 


lz4U 


~1 


676-696:2930 j 


1245 ] 


— 


89-105:1701 156-172:2335 


1247 


— — 


856-879:3766 


124y 


— 


211-237:3134 


1251 


z 


82-99*2126 203-21 9 2 134 


1252 


*> 
Z 


75-92:2355 196-212:2053 


1264 


a 
j 


189-206:2466 247-266:1853 321- 




336* 1839 


1265 


1 
1 


580-604:2903 


1266 


i 
1 


580-604*2903 


1274 


1 
1 


56-702193 


1275 


1 


719-739*2381 


1279 


1 


155-1752511 


1284 


3 


89-105:1748 155-173:2433 350- 




366:2126 


1289 


i 
1 


471-489-2039 


129U 


1 
1 


195-212:1943 


Izyz 


i 

i 


241-263:2676 


lzy3 


i 
l 


241-263:2676 


130o 


i 

L 


610-625:2249 


13 1U 


1 
1 


201-221:1908 


1313 


1 
i 


201-217:2496 


131D 


1 
1 


59-75:2149 ! 


13lo 


I 


59-75:2149 


1319 


4 


200-217:2717 258-273:1781 295- 




318:2028 416-436:2373 


1322 


1 


356-381:1996 


1330 


2 


86-104:2471 167-190:2177 


1337 


1 


194-209:1865 


1341 


2 


144-165:2452 216-235:1700 


1349 


2 


102-117:3056 174-195:2254 


1363 


1 


435-452:2888 


1364 


1 


235-254:3185 


1368 


1 


114-134:1898 
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TABLE 9 



SEQ ID NO: of 


SEO ID NO- of 


SFO TD NO* nf 


SFO m NO- nf 

kJli»V£ JUL/ liU, UI 


laenniicauon oi 


foil-length 


full-length 


mnficr nnrlpntf rip 


cnntio nptvHrip 

l*l>UUg JJCJJUUC 


rnuiiiy /\ppiicauuu 


nucleotide 


peptide 


sentience 




that /*nn4"iar rinflpntiffp 
111 til CUllUg UUUvUUUC 


sequence 


sequence 






cpniipncp wsic filpfi 










^Attornev Docket 










No. SEQ ID NO.) * 


1 


685 


1369 


1967 


784 9546 


2 


686 


1370 


1968 


784_9546 


3 


687 


1371 


1969 


784 9546 


4 


688 


1372 


1970 


784 9546 


5 


689 


1373 


1971 


787 7048 


6 


690 


1374 


1972 


784 2242 


7 


691 


1375 


1973 


784 6005 


8 


692 


1376 


1974 


788 2591 


9 


693 








10 


694 


1377 


1975 


789 2432 


11 


695 








12 


696 








13 


697 


1378 


1976 


784 3765 


14 


698 


1379 


1977 


784 6649 


15 


699 








16 


700 


1380 


1978 


784 6766 


17 


701 


1381 


1979 


784 4050 


18 


702 


1382 


1980 


787 10261 


19 


703 


1383 


1981 


787 6018 


20 


704 


1384 


1982 


784 6424 


21 


705 


1385 


1983 


787 10201 


22 


706 


1386 


1984 


785 2688 


23 


707 


1387 


1985 


784 420 


24 


708 


1388 


1986 


784 5130 


25 


709 


1389 


1987 


789 1109 


26 


710 


1390 


1988 


784 5141 


27 


711 


1391 


1989 


784 2214 


28 


712 [ 


1392 


1990 


784 2214 


29 


713 


1393 


1991 


784 5125 


30 


714 


1394 


1992 


784 2076 


31 


715 


1395 


1993 


784 2076 


32 


716 


1396 


1994 


784_4128 


33 


717 


1397 


1995 


787 2409 


34 


718 


1398 


1996 


784 3232 


35 


719 


1399 


1997 


784_10218 


36 


720 


1400 


1998 


787 2961 


37 


721 


1401 


1999 


784 1254 


38 


722 


1402 


2000 


784 583 


39 


723 


1403 


2001 


784^8.056 


40 


724 


1404 


2002 


784 3284 


41 


725 


1405 


2003 


784 5767 


42 


726 


1406 


2004 i 


784 1548 


43 


727 


1407 


2005 


784 3819 


44 


728 


1408 


2006 


784 582 


45 


729 


1409 


2007 


784 1390 


46 [ 


730 


1410 


2008 


784 4142 


47 


731 


1411 


2009 


785 3653 


48 


732 


1412 


2010 


785 3653 


49 


733 


1413 


.2011 


785 3653 


50 


734 


1414 


2012 


785 3653 
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TABLE 9 



SEQ ID NO: of 
full-length 
nucleotide 
sequence 


SEQ ID NO: of 
full-length 
peptide 
sequence 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Priority Annlication 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


51 


735 


1415 


2013 


784 31 


52 


736 








53 


737 


1416 


2014 


784 3092 


54 


738 


1417 


2015 


784 382 


55 


739 








56 


740 


1418 


2016 


787 1538 


57 


741 


1419 


2017 


785 226 


58 


742 


1420 


2018 


784 2152 


59 


743 


1421 


2019 


784 4772 


60 


744 


1422 


2020 


784 3345 


61 


745 


1423 


2021 


787 9691 


62 


746 


1424 


2022 


787 9691 


63 


747 


1425 


2023 


792 146 


64 


748 


1426 


2024 


784 8428 


65 


749 


1427 


2025 


789 1722 • | 


66 


750 








67 


751 


1428 


2026 


784 767 


68 


752 


1429 


2027 


784 4697 


69 


753 


1430 


2028 


785_197 


70 


754 


1431 


2029 


784 1601 


71 


755 


1432 


2030 


792_7466 


72 


756 


1433 


2031 


787 3014 


73 


757 


1434 


2032 


784 1605 


74 


758 


1435 


2033 


784 1605 


75 


759 


1436 


2034 


784 6460 


76 


760 


1437 


2035 


784 1606 


77 


761 


1438 


2036 


784 1723 


78 


762 


1439 


2037 


785 1480 


79 


763 


1440 


2038 


784 9631 


80 


764 


1441 


2039 


784 5962 


81 


765 


1442 


2040 


784 5962 


82 


766 


1443 


2041 


784 5962 


83 


767 


1444 


2042 


784 7108 


84 


768 


1445 


2043 


784 2392 


85 | 


769 


1446 


2044 


784 4227 1 


86 


770 


1447 


2045 


784 7743 


87 


771 


1448 


2046 


784 561 


88 


772 


1449 


2047 


790 421 


89 


773 


1450 


2048 


789 6309 


90 


774 


1451 


2049 ! 


787 2543 


91 


775 I 


1452 


2050 


784 3892 ] 




776 


1453 


2051 


787 3685 


93 


777 


1454 


2052 


784 8321 


94 1 


778 


1455 


2053 


784 7951 


95 


779 


1456 


2054 


784 4225 


96 


780 


1457 


2055 


784 7169 


97 


781 


1458 


2056 


784 5044 


98 


782 


1459 


2057 


784 5670 


99 


783 


1460 


2058 


784 2357 


100 


784 


1461 


2059 


784 6637 
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TABLE 9 



SEO ID NO: of 


SEO m NO» nf 


MJJ IiUi 01 


OJ&V W Pi \Jm 01 


Identification of 


full-length 


full-length 


luuiig nucieuiiue 




Priority Application 


nucleotide 


peptide 


cpnnpiirp 

acuucubv 


3CUU CllbC 


that con tig nucleotide 


sequence 


sequence 






3Vt|UCIlCt; TYda III ell 




















No SEO f D TOO * * 


101 


785 


1462 


2060 


784 3755 


102 


786 


1463 


2061 


784 9196 


103 


787 








104 


788 


1464 


2062 


784 706 


105 


789 


1465 


2063 


784 706 


106 


790 








107 


791 








108 


792 


1466 


2064 


784 4289 


109 


793 


1467 


2065 


784 7228 


110 


794 


1468 


2066 


784 3033 


111 


795 


1469 


2067 


784 606S 

/ 0*T \J \J\J 


112 


796 


1470 


2068 


VRS 9887 


113 


797 


1471 


2069 


78 S 7889 


114 


798 


1472 


2070 


78S 7889 


115 


799 


1473 


2071 


784 77fifi 


116 


800 


1474 


2072 


75M 74<; j i 


117 


801 


1475 


2073 


78/1 745^ 


118 


802 


1476 


2074 


788 1^669 

ZOO UDDZ 


119 


803 








120 


804 


1477 


2075 


784 9^97 


121 


805 


1478 


2076 


784 9968 


122 


806 


1479 


2077 


785 3195 


123 


807 


1480 


2078 


785 3195 


124 


808 


1481 


2079 


785 3195 


125 


809 


1482 


2080 


790 14016 I 


126 


810 


1483 


2081 


790 910^1 


127 


811 


1484 


2082 


787 9817 

/ O / 70l / 


128 


812 


1485 


2083 


784 4047 


129 


813 


1486 


2084 


784 4047 


130 


814 


1487 


2085 


784 4047 


131 


815 


1488 


2086 


787 9324 


132 


816 


1489 


2087 


785 3086 


133 


817 


1490 


2088 


785 3086 


134 


818 


1491 j 


2089 


784 734S 


135 


819 


1492 


2090 


784 8313 


136 | 


820 


1493 


2091 


787 71 


137 


821 


1494 


2092 


784 5644 


138 


822 


1495 


2093 


790 16836 


139 


823 


1496 


2094 


784 7226 


140 


824 


1497 


2095 


784 1134 


141 


825 


1498 


2096 


784_7001 


142 


826 


1499 


2097 


784_7001 


143 


827 


1500 


2098 


788_3086 


144 


828 


1501 


2099 


787 1984 


145 


829 


1502 


2100 


784 3145 


146 


830 


1503 


2101 


784 3145 


147 


831 


1504 


2102 


784 1806 1 


148 


832 


1505 


2103 


784 1806 1 


il49 


833 


1506 


2104 


788 594 


150 


834 


1507 


2105 


784 3693 
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TABLE 9 



SEQ ID NO: of 


SEO ED NO* of 


cpo ID NO» nf 


WO TTI NO- nf 


laentmcaDon oi 


full-length 


full-length 


con tip nucleotide 


e ontip n en tide 


PriAnfu A nrt1ir*oHnr) 

x rjonry Appucstnuu 


nucleotide 


peptide 




Willi vUVV 


Hi ill tuuug llUClcUUUC 


sequence 


sequence 






CPftMPnCP wnc filpH 










( Attnrnev Docket 










No, SEQ ID NO.) * 


151 


835 


1508 


2106 


785 531 


152 


836 


1509 


2107 


785 531 


153 


837 


1510 


2108 


784 7408 


154 


838 


1511 


2109 


787 5951 


155 


839 


1512 


2110 


790 632 


156 


840 


1513 


2111 


792 5495 


157 


841 


1514 


2112 


785 1317 


158 


842 


1515 


2113 


784 8634 


159 


843 


1516 


2114 


784 8634 


160 


844 


1517 


2115 


784 4818 


161 


845 


1518 


2116 


784 4818 


162 


846 


1519 


2117 


785 793 


163 


847 


1520 


2118 


784 1834 


164 


848 


1521 


2119 


784 1834 


165 


849 


1522 


2120 


784 295 


166 


850 


1523 


2121 


787 2031 


167 


851 


1524 


2122 


784 2673 


168 


852 


1525 


2123 


784 2673 


169 


853 


1526 


2124 


784 2673 


170 


854 


1527 


2125 


784 3244 


171 


855 


1528 


2126 


784 9676 


172 


856 


1529 


2127 


784 7453 


173 


857 


1530 


2128 


784 2939 


174 


858 


1531 


2129 


784 2939 


175 


859 


1532 


2130 


787 2042 


176 


860 


1533 


2131 


787 2042 


177 


861 


1534 


2132 


784 3037 


178 


862 


1535 


2133 


787 8909 


179 


863 


1536 


2134 


784 7563 


180 


864 








181 


865 


1537 


2135 


792 7045 


182 


866 


1538 


2136 


790 1109 


183 


867 


1539, 


2137 


784 4483 


184 


868 


1540 


2138 


784 4483 


185 


869 ( 


1541 


2139 


787 2061 


186 


870 1 


1542 


2140 


784 5083 


187 


871 








188 


872 


1543 


2141 


785 571 


189 


873 


1544 


2142 


784_2517 


190 


874 








191 


875 


1545 


2143 


784 2138 


192 


876 


1546 


2144 


784 9072 


193 


877 


1547 


2145 


787 9212 


194 


878 


1548 


2146 


784 5182 


195 


879 


1549 


2147 


784 5182 


196 


880 


1550 


2148 


784 5182 


197 


881 


1551 


2149 


788_11145 


198 


882 


1552 


2150 


785 3208 


199 


883 


1553 


2151 


785 2364 


200 


884 


1554 


2152 


787 6120 1 
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TABLE 9 



SEQ ID NO: of 


SEO ID NO- of 


SEO ID NO- of 


SFO TD NO* of 


tuennncsiuon oi 


full-length 


full-length 


contig nucleotide 


co ii tip Dentide 




nucleotide 


peptide 


sequence 


sequence 


flint rnnficr nurlpnfiHp 
1X1*11 V.U11 L*g uuucvuuc 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


201 


885 








202 


886 


1555 


2153 


785 2555 


203 


887 


1556 


2154 


785 2555 


204 


888 


1557 


2155 


788_5026 


205 


889 


1558 


2156 


785 2399 


206 


890 


1559 


2157 


785 316 


207 


891 


1560 


2158 


784 8768 


208 


892 


1561 


2159 


784 6600 


209 


893 


1562 


2160 


785 3574 


210 


894 


1563 


2161 


787 223 


211 


895 


1564 


2162 


784 1272 


212 


896 


1565 


2163 


784 1358 


213 


897 


1566 


2164 


787 4447 


214 


898 


1567 


2165 


787 4447 


215 


899 


1568 


2166 


784 4287 


216 


900 


1569 


2167 


784 7705 


217 


901 


1570 


2168 


784 1214 


218 


902 


1571 


2169 


784 3287 


219 


903 


1572 


2170 


784 3287 


220 


904 


1573 


2171 


784 3950 


221 


905 


1574 


2172 


787 5951 


222 


906 


1575 


2173 


788 8994 


223 


907 


1576 


2174 


784 7827 


224 


908 


1577 


2175 


784 952 


225 


909 


1578 


2176 


784 952 


226 


910 


1579 


2177 


784 952 


227 


911 








228 


912 


1580 


2178 


788 6394 


229 


913 


1581 


2179 


784 6391 


230 


914 


1582 


2180 


784 7670 


231 


915 


1583 


2181 


784_4795 


232 


916 


1584 


2182 


784 3004 


233 


917 


1585 


2183 


784 3004 


234 


918 


1586 


2184 


784_3004 


235 


919 


1587 


2185 


790 1148 


236 


920 


1588 


2186 


784 7696 


237 


921 


1589 


2187 


787 7957 


238 


922 


1590 


2188 


787 7957 


239 


923 


1591 


2189 


787 7957 


240 


924 


1592 


2190 


787 7957 


241 


925 


1593 


2191 


787 7957 


242 


926 


1594 


2192 


784 4718 


243 


927 


1595 


2193 


785 3642 


244 


928 


1596 


2194 


787 6699 


245 


929 


1597 


2195 


784 6067 


246 


930 








247 


931 


1598 


2196 


784 8379 


248 


932 








249 


933 


1599 


2197 


784 6418 


250 


934 | 
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TABLE 9 



SEQ ID NO: of 
fall-length 
nucleotide 
sequence 


SEQ ID NO: of 
full-length 
peptide 
sequence 


SEQ ID NO: of 
cod tig nucleotide 
sequence 


SEQ m NO: of 
contig peptide 
sequence 


Identiflcatf on of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


251 


935 








252 


936 


1600 


2198 


784 3080 


253 


937 


1601 


2199 


792 3539 


254 


938 


1602 


2200 


784 4948 


255 


939 


1603 


2201 


787 4342 


256 


940 


1604 


2202 


784 7815 


257 


941 


1605 


2203 


784 5767 


258 


942 


1606 


2204 


784 5767 


259 


943 


1607 


2205 


784 5777 j 


260 


944 


1608 


2206 


784 5777 


261 


945 


1609 


2207 


784 5777 


262 


946 


1610 


2208 


784 5777 


263 


947 


1611 


2209 


784 4849 


264 


948 








265 


949 


1612 


2210 


787 6059 


266 


950 








267 


951 


1613 


2211 


784 3590 


268 


952 


1614 


2212 


784 337 


269 


953 


1615 


2213 


790 27506 


270 


954 


1616 


2214 


784 6469 


271 


955 


1617 


2215 


787_8139 | 


272 


956 


1618 


2216 


784 3189 


273 


957 


1619 


2217 


784 1459 


274 


958 


1620 


2218 


790 11947 


275 


959 


1621 


2219 


784 4007 


276 


960 


1622 


2220 


784 4007 


277 


961 


1623 


2221 


784 4007 1 


278 


962 


1624 


2222 


784 4007 


279 


963 








280 


964 


1625 


2223 


784 1398 


281 


965 


1626 


2224 


785 2523 


282 


966 








283 


967 


1627 


2225 


784 10126 


284 


968 


1628 


2226 


785 3232 


285 


969 


1629 


2227 


785 3232 


286 


970 


1630 


2228 


784 9436 


287 


971 


1631 


2229 


784 6743 


288 


972 


1632 


2230 


789 4182 


289 


973 


1633 


2231 


784 8857 


290 


974 


1634 


2232 


784 1226 


291 


975 


1635 


2233 


787 2898 


292 


976 


1636 


2234 


787 2898 


293 


977 


1637 


2235 


784 3743 


294 


978 


1638 


2236 | 


790 1713 


295 ( 


979 


1639 


2237 


790 1713 


296 


980 








297 


981 


1640 


2238 


787 371 


298 


982 


1641 


2239 


784_10083 


299 


983 








300 


984 


1642 


2240 


787 1611 
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TABLE 9 



SEQ ID NO: of 


SEO ID NO* of 


SEO ID NO- of 


SEO ID NO- of 


Trlpntifioitinrt nf 

AUCIlUJULdUUU Ul 


full-length 


full-length 


con tip nucleotide 


cod tip Den tide 


Prinritv Annlirntinn 

I m IUJ * t-f fTilf If 1 IVrtl 


nucleotide 


peptide 


sequence 


sequence 


that contip nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


301 


985 


1643 


2241 


787J611 


302 


986 


1644 


2242 


784 7755 


303 


987 








304 


988 








305 


989 


1645 


2243 


784_264 


306 


990 


1646 


2244 


784_9739 


307 


991 


1647 


2245 


784_6525 


308 


992 


1648 


2246 


784 4625 


309 


993 


1649 


2247 


787_8999 


310 


994 


1650 


2248 


787 2386 


311 


995 


1651 


2249 


784_4743 


312 


996 


1652 


2250 


784 6535 


313 


997 


1653 


2251 


7848245 


314 


998 


1654 


2252 


784 4654 


315 


999 


1655 


2253 


784 3551 


316 


1000 


1656 


2254 


784 5827 


317 


1001 


1657 


2255 


784 4984 


318 


1002 


1658 


2256 


784 4984 


319 


1003 


1659 


2257 


784 3145 


320 


1004 


1660 


2258 


784 8058 


321 


1005 


1661 


2259 


784 3657 


322 


1006 


1662 


2260 


785 1191 


323 


1007 


1663 


2261 


784 5580 


324 


1008 


1664 


2262 


784_6281 


325 


1009 


1665 


2263 


784_2185 


326 


1010 


1666 


2264 


787 497 


327 


1011 


1667 


2265 


784 4047 


328 


1012 


1668 


2266 


784 8772 


329 


1013 


1669 


2267 


791 3817 


330 


1014 


1670 


2268 


791_3817 | 


331 


1015 


1671 


2269 


784_8115 


332 


1016 


1672 


2270 


784 3141 


333 


1017 


1673 


2271 


784 3141 


334 


1018 


1674 


2272 


787 1645 


335 


1019 


1675 


2273 


785 256 


336 


1020 


1676 


2274 


784 1733 


337 


1021 


1677 


2275 


784 1858 


338 


1022 


1678 


2276 


784 1858 


339 


1023 


1679 


2277 


790 5163 


340 


1024 


1680 


2278 


785 102 


341 


1025 


1681 


2279 


785 102 | 


342 


1026 


1682 


2280 


787 4041 


343 


1027 


1683 


2281 


792 3856 


344 


1028 


1684 | 


2282 


787 3012 


345 


1029 


1685 


2283 


787 3012 


346 


1030 


1686 


2284 


784 1108 


347 


1031 


1687 


2285 


785 435 


348 


1032 


1688 


2286 


785 2364 I 


349 


1033 


1689 


2287 


784 2969 


350 


1034 


1690 


2288 


784 7604 
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TABLE 9 



SEQ ID NO: of 
fall-length 
nucleotide 
sequence 


SEQ ID NO: of 
fall-length 
peptide 
sequence 


SEO ID NO: of 
contig nucleotide 
sequence 


SEO ID NO* nf 
con tiff n en tide 
sequence 


lueuuiicauon oi 

xuuiuy /\ppjjcjii_iu*i 

thnt mntia nnMpnfiflp 
uiai uul uuuCvUUv 

seanence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


351 


1035 








352 


1036 


1691 


2289 


787 3016 


353 


1037 


1692 


2290 


784_2242 


354 


1038 


1693 


2291 


790_2603 


355 


1039 


1694 


2292 


787_6999 


356 


1040 


1695 


2293 


784 3526 


357 


1041 


1696 


2294 


784_6134 


358 


1042 


1697 


2295 


784 5025 


359 


1043 


1698 


2296 


784 2119 


360 


1044 


1699 


2297 


787 2782 


361 


1045 


1700 


2298 


784_10271 


362 


1046 


1701 


2299 


785 2701 


363 


1047 


1702 


2300 


784 9892 


364 


1048 


1703 


2301 


785 1616 f 


365 


1049 








366 


1050 


1704 


2302 


785 366 


367 


1051 


1705 


2303 


784 8058 


368 


1052 








369 


1053 


1706 


2304 


789 1756 


370 


1054 


1707 


2305 


787 10036 


371 


1055 


1708 


2306 


784 8381 


372 


1056 


1709 


2307 


787 4467 


373 


1057 


1710 


2308 


787_4467 


374 


1058 


1711 


2309 


787 4467 


375 


1059 


1712 


2310 


787^4467 


376 


1060 


1713 


2311 


784 8234 


377 


1061 


1714 


2312 


784 470 


378 


1062 


1715 


2313 


784 8240 


379 


1063 








380 


1064 


1716 


2314 


784 9166 


381 


1065 


1717 


2315 


784 7964 


382 


1066 


1718 


2316 


790 21118 


383 


1067 


1719 


2317 


784 6659 | 


384 


1068 


1720 


2318 


784_8264 


385 


1069 


1721 


2319 


787 2108 


386 


1070 


1722 


2320 


784 4485 


387 


1071 


1723 


2321 


784 4689 


388 


1072 


1724 


2322 


785^1448 


389 


1073 


1725 


2323 


785 3350 


390 


1074 


1726 


2324 


784 4428 


391 


1075 


1727 


2325 


787_5857 


392 


1076 


1728 


2326 


784 8283 


393 


1077 


1729 


2327 


784 8283 


394 


1078 


1730 


2328 


784 1601 


395 


1079 


1731 


2329 


784 1601 


396 


1080 


1732 


2330 [ 


784 1601 


397 


1081 


1733 


2331 


784 1601 


398 | 


1082 


1734 


2332 


784 1601 


399 | 


1083 


1735 


2333 


785 3693 


400 


1084 


1736 


2334 


788 8918 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


401 


1085 


1737 


2335 


787 757 


402 


1086 


1738 


2336 


784 1907 


403 


1087 


1739 


2337 


784 10178 


404 


1088 


1740 


2338 


784 10178 


405 


1089 


1741 


2339 


784 8535 


406 


1090 


1742 


2340 


784 8535 


407 


1091 


1743 


2341 


784_8535 


408 


1092 


1744 


2342 


784 8301 


409 


1093 


1745 


2343 


784^8301 


410 


1094 


1746 


2344 


787 10129 


411 


1095 








412 


1096 


1747 


2345 


787 4498 


413 


1097 


1748 


2346 


787 4498 


414 


1098 


1749 


2347 


790 27173 


415 


1099 


1750 


2348 


787 4500 [ 


416 


1100 


1751 


2349 


785 3699 


417 


1101 


1752 


2350 


784 952 


418 


1102 


1753 


2351 


784 952 


419 


1103 


1754 


2352 


787 1871 


420 


1104 


1755 


2353 


784. 1835 


421 


1105 


1756 


2354 


785 2845 


422 


1106 


1757 


2355 


784 9214 


423 


1107 


1758 


2356 


784 2232 


424 


1108 


1759 


2357 


784 2232 


425 


1109 


1760 


2358 


792_6149 


426 


1110 








427 


1111 


1761 


2359 


784 6702 


428 


1112 


1762 


2360 


784 8354 


429 


1113 








430 


1114 








431 


1115 


1763 


2361 


787_9215 


432 


1116 








433 


1117 


1764 


2362 


785 2878 


434 


1118 


1765 


2363 


785_2878 


435 


1119 


1766 


2364 


784 10026 


436 


1120 


1767 


2365 


784 6265 


437 


1121 


1768 


2366 


785 2731 


438 


1122 


1769 


2367 


787 6236 


439 


1123 


1770 


2368 


785 1252 


440 


1124 








441 


1125 








442 


1126 


1771 


2369 


791J3415 


443 


1127 


1772 | 


2370 


785 3334 


444 


1128 


1773 


2371 


784 8215 


445 1 


1129 


1774 


2372 


784 10074 


446 


1130 


1775 


2373 


784 10074 1 


447 


1131 


1776 


2374 


784 3863 


448 


1132 








449 


1133 


1777 


2375 


784 2811 


450 


1134 


1778 


2376 


790 28311 
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TABLE 9 



SEO ID NO: of 


SEO m NO- nf 


sfo m NO* nf 


"jJl'V JLU \J. 01 


Identification of 


full-length 


full-length 


rnnficr nnrlpntirlp 

VwUllUg I1UUCUUUC 




Priority Application 


nucleotide 


DCDtitle 


^PflllPnPP 
a ci^ iivuvv 




Uld.1 vUHIIg IlUCJcUUUC 


sequence 


sequence 






oCUUCilLC TV A9 LuvU 




















No. SEO ID NO } * 


451 


1135 


1779 


2377 


784 4221 


452 


1136 


1780 


2378 


785 1480 


453 


1137 


1781 


2379 


784 2520 


454 


1138 


1782 


2380 


784 1312 


455 


1139 


1783 


2381 


784_633 


456 


1140 


1784 


2382 


785 590 


457 


1141 


1785 


2383 


785 590 


458 


1142 


1786 


2384 


790 12519 


459 


1143 


1787 


2385 


784 7001 


460 


1144 


1788 


2386 


784 7001 


461 


1145 


1789 


2387 


788 5657 


462 


1146 


1790 


2388 


784 4745 


463 


1147 


1791 


2389 


787 6106 

tut \J 1 W\J 


464 


1148 


1792 


2390 


787 2727 


465 


1149 


1793 


2391 


784 


466 


1150 


1794 


2392 


790 10584 


467 


1151 


1795 


2393 


784 2612 


468 


1152 


1796 


2394 


787 2965 


469 


1153 


1797 


2395 


787 2965 


470 


1154 


1798 


2396 f 


787 8641 


471 


1155 


1799 


2397 


785 3774 


472 


1156 








473 


1157 


1800 


2398 


784 854? 


474 


1158 


1801 


2399 


784 8542 


475 


1159 








476 


1160 


1802 


2400 


790 13566 


477 


1161 


1803 


2401 


785 410 


478 


1162 








479 


1163 


1804 


2402 


784 5054 


480 


1164 








481 


1165 


1805 


2403 


785 3036 


482 


1166 


1806 


2404 


789 4683 


483 


1167 








484 


1168 


1807 


2405 


784 6816 


485 


1169 


1808 


2406 


784 5981 


486 


1170 


1809 


2407 


785 3078 


487 


1171 


1810 


2408 


784 2586 


488 


1172 


1811 


2409 


784 6539 


489 


1173 


1812 


2410 


784 6539 


490 


1174 


1813 


2411 


784 6539 


491 


1175 


1814 


2412 


784 8016 


492 


1176 


1815 


2413 


787_10370 


493 


1177 


1816 


2414 


784 5450 


494 


1178 


1817 


2415 


787 7533 


495 


1179 


1818 


2416 


785 3119 


496 


1180 


1819 


2417 


785 3120 


497 


1181 


1820 


2418 


785 3122 


498 


1182 


1821 


2419 | 


784 9756 


499 


1183 


1822 i 


2420 


784 4843 


500 


1184 


1823 


2421 


784 441 
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TABLE 9 



SEO TD NO: of 


SEO IT) NO nf 

*J*±i\£ JUL* 11U. Ul 


cirn m no* of 

Oij>^ JUL/ 1~ \-J • Ul 


SEO ID NO' of 

UJJ^ JUL* %Wm 


frfmntf ftcntinn nf 
1UCJU UllvULlU 11 Ul 


fill 1.1 enpth 
nucleotide 


fiill-lpntjth 
Dentide 


rnnHo nnrlpntide 


con tig peptide 
sequence 


Prinrrtv Amplication 
that contip nucleotide 


sequence 


sequence 






sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


501 


1185 


1824 


2422 


784 1095 


502 


1186 


1825 


2423 


784 1066 


503 


1187 


1826 


2424 


785 206 


504 


1188 


1827 


2425 


784 4128 


505 


1189 


1828 


2426 


784 4128 


506 


1190 


1829 


2427 


784 4128 


507 


1191 


1830 


2428 


790 27336 


508 


1192 








509 


1193 


1831 


2429 


784 2678 


510 


1194 


1832 


2430 


784 3456 


511 


1195 








512 


1196 


1833 


2431 


785_582 


513 


1197 








514 


1198 


1834 


2432 


789 4888 


515 


1199 


1835 


2433 


789 4172 


516 


1200 


1836 


2434 


784 9397 


517 


1201 








518 


1202 


1837 


2435 


784 1307 


519 


1203 


1838 


2436 


789 5903 


520 


1204 


1839 


2437 


784 9886 


521 


1205 


1840 


2438 


784 2293 


522 


1206 


1841 


2439 


784 5604 


523 


1207 


1842 


2440 


784 7569 


524 


1208 








525 


1209 


1843 


2441 


784 9399 


526 


1210 


1844 


2442 


784_5253 


527 


1211 


1845 


2443 


784 8932 


528 


1212 


1846 


2444 


784 7850 


529 


1213 


1847 


2445 


787 10375 


530 


1214 | 


1848 


2446 


792_2784 


531 


1215 


1849 


2447 


784_2550 


532 


1216 


1850 


2448 


784 3066 


533 


1217 \ 


1851 


2449 


785 2240 


534 


1218 


1852 


2450 


785 76 


535 


1219 


1853 


2451 


792_6297 


536 


1220 








537 


1221 


1854 


2452 


792J062 


538 


1222 


1855 


2453 


784 9474 


539 


1223 








540 


1224 








541 


1225 


1856 


2454 


784 3898 


542 


1226 


1857 


2455 


784 4445 


543 


1227 


1858 


2456 


784 9615 


544 


1228 


1859 


2457 


784 10126 


545 


1229 ! 


1860 


2458 


784 9880 


546 


1230 








547 


1231 


1861 


2459 


785 3774 


548 


1232 


1862 


2460 


785 3774 


549 


1233 


1863 


2461 


785 3774 


550 


1234 


1864 


2462 


784 1315 
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SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 

lUvUUilvaUvU VI 


full-length 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


551 


1235 








552 


1236 


1865 


2463 


790 16605 


553 


1237 


1866 


2464 


784 2311 


554 


1238 


1867 


2465 


787 8252 


555 


1239 


1868 


2466 


784 5605 


556 


1240 


1869 


2467 


784 3824 


557 


1241 








558 


1242 


1870 


2468 


785 3563 


559 


1243 


1871 


2469 


790_20271 


560 


1244 








561 


1245 








562 


1246 


1872 


2470 


790„5164 


563 


1247 


1873 


2471 


785 3680 ' 


564 


1248 


1874 


2472 


784 2988 


565 


1249 


1875 


2473 


787_4774 


566 


1250 








567 


1251 


1876 


2474 


784_9364 


568 


1252 


1877 


2475 


784 9364 


569 


1253 


1878 


2476 


784 8765 


570 


1254 








, 571 


1255 


1879 


2477 


790_12841 


572 


1256 


1880 


2478 


787 4398 


573 


1257 


1881 


2479 


787 4398 


574 


1258 








575 


1259 








576 


1260 


1882 


2480 


788 12600 


577 


1261 


1883 


2481 


790 16405 


578 


1262 


1884 


2482 


787_7025 


579 


1263 








580 


1264 


1885 


2483 


784 4168 


581 


1265 


1886 


2484 


790 26483 


582 


1266 


1887 


2485 


790 26483 


583 


1267 








584 


1268 


1888 


2486 


790 2440 


585 


1269 








586 


1270 


1889 


2487 


784 1755 


587 


1271 








588 | 


1272 


1890 


2488 


790 21097 


589 


1273 








590 


1274 


1891 


2489 


787 4393 


591 


1275 


1892 


2490 


784 3590 


592 


1276 


1893 


2491 


787 933 


593 


1277 


1894 


2492 


790 8149 


594 


1278 








595 


1279 


1895 


2493 


787 6126 


596 


1280 


1896 


2494 


785 3201 


597 


1281 


1897 


2495 


784 360 


598 


1282 


1898 


2496 


784 360 


599 


1283 


1899 


2497 


784 360 


600 


1284 


1900 


2498 


784 270 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEO ID NO* of 


SEO ID NO- of 


lYfontffinatinn nf 

lucniuiv&uuii UI 


full-length 


full-length 


contig nucleotide ' 


contig peptide 


Priority Amplication 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


601 


1285 


1901 


2499 


784 5003 


602 


1286 


1902 


2500 


784 6919 


603 


1287 


1903 


2501 


790 27941 


604 


1288 


1904 


2502 


790 19516 


605 


1289 


1905 


2503 


785 1001 


606 


1290 








607 


1291 


1906 


2504 


784 1320 


608 


1292 


1907 


2505 


785 3606 


609 


1293 


1908 


2506 


785 3606 


610 


1294 


1909 


2507 


784_8851 


611 


1295 








612 


1296 


1910 


2508 


792 4796 | 


613 


1297 


1911 


2509 


787 1962 


614 


1298 


1912 


2510 


787 1962 1 


615 


1299 








616 


1300 


1913 


2511 


791_4419 


617 


1301 


1914 


2512 


784_287 


618 


1302 


1915 


2513 


784 287 


619 


1303 








620 


1304 


1916 


2514 


784_4933 j 


621 


1305 


1917 


2515 


784 4933 


622 


1306 








623 


1307 | 


1918 


2516 


784 1318 


624 


1308 j 


1919 


2517 


784 3284 


625 


1309 


1920 


2518 


784 3284 


626 


1310 


1921 


2519 


784 915 


627 


1311 


1922 


2520 


784 7261 


628 


1312 


1923 


2521 


784 5106 


629 


1313 


1924 


2522 


785 598 


630 


1314 


1925 


2523 


787_4996 


631 


1315 


1926 


2524 


785_1259 


632 


1316 ! 


1927 


2525 


785 1259 


633 


1317 


1928 


2526 


792 4498 


634 


1318 








635 


1319 


1929 


2527 


784 4291 


636 


1320 


1930 


2528 


784 4291 


637 


1321 


1931 


2529 


784 7003 


638 


1322 


1932 


2530 


784 7701 


639 


1323 1 


1933 


2531 


784 7701 


640 


1324 I 


1934 


2532 


784 2330 


641 


1325 


1935 


2533 


789 6254 


642 


1326 


1936 


2534 


789 6254 


643 


1327 


1937 


2535 


785 2282 


644 


1328 


1938 


2536 ! 


790 23335 


645 


1329 








646 


1330 


1939 


2537 


785 2954 


647 


1331 








648 


1332 








649 


1333 








650 


1334 
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SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 
nucleotide 


full-length 
peptide 


contig nucleotide 
sequence 


contig peptide 
sequence 


Priority Application 
that contig nucleotide 


sequence 


sequence 






sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


651 


1335 


1940 


2538 


784 3290 


652 


1336 


1941 


2539 


784 1408 


653 


1337 


1942 


2540 


784 5274 


654 


1338 








655 


1339 








656 


1340 








657 


1341 


1943 


2541 


790_26963 


658 


1342 








659 


1343 


1944 


2542 


787__2980 


660 


1344 


1945 


2543 


784 4818 | 


661 


1345 


1946 


2544 


784 5145 


662 


1346 


1947 


2545 


784 9169 


663 


1347 


1948 


2546 


785 1586 


664 


1348 


1949 


2547 


784 1600 


665 


1349 


1950 


2548 


784 9629 


666 


1350 


1951 


2549 


784 9248 


667 


1351 


1952 


2550 


787J7062 


668 


1352 


1953 


2551 


784 7286 


669 


1353 








670 


1354 


1954 


2552 


785 254 


671 


1355 


1955 


2553 


784 8867 


672 


1356 


1956 


2554 


784 7020 


673 


1357 


1957 


2555 


784 7020 


674 


1358 


1958 


2556 


788_1533 


675 


1359 


1959 


2557 


787 2028 


676 


1360 


1960 


2558 


785 2715 


677 


1361 


1961 


2559 


784 6946 


678 


1362 


1962 


2560 


784 6946 


679 


1363 


1963 


2561 


784 935 


680 


1364 


1964 


2562 


784 1103 


681 


1365 








682 


1366 


1965 


2563 


784 1601 


683 


1367 


1966 


2564 


785 122 


684 


1368 









784JCXX - SEQ ID NO: XXX of Attorney Docket No. 784, US Serial No. 09/488,725 filed 01/21/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 784QP, US 
Application Serial No. 09/552,317, filed April 25, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 784C1P3A/PCT, PCT Serial No. PCT/USOO/35017 filed 
December 22, 2000, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

785JXXX = SEQ ID NO: XXX of Attorney Docket No. 785, US Serial No. 09/491,404 filed 01/25/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 785CIP3/PCT, PCT 
Serial No. PCT/US01/02623 filed January 25, 2001, which is incorporated herein by reference in its entirety, 
including Tables, and Sequence Listing. 
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787 XXX « SEQ ID NO: XXX of Attorney Docket No. 787, US Serial No. 09/496,914 filed 02/03/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 787CIP, US 
Application Serial No. 09/560,875, filed April 27, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 787CEP3/PCT, PCT Serial No. PCT/US01/03800 filed 
February 5, 200 1, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

788JCXX = SEQ ID NO: XXX of Attorney Docket No. 788, US Serial No. 09/5 15,126 filed 02/28/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 788CIP, US 
Application Serial No. 09/577,409, filed May 18, 2000, which in turn is a parent application of continuation-in- 
part application bearing Attorney Docket No. 788CIP3/PCT, PCT Serial No. PCT/US01/04927 filed February 
26, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

789_XXX - SEQ ID NO: XXX of Attorney Docket No. 789, US Serial No. 09/519,705 filed 03/07/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 789CIP, US 
Application Serial No. 09/574,454, filed May 19, 2000, which in turn is a parent application of continuation-in- 
part application bearing Attorney Docket No. 789CIP3/PCT, PCT Serial No. PCT/US01/04941 filed March 5, 
2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

790_XXX = SEQ ID NO: XXX of Attorney Docket No. 790, US Serial No. 09/540,217 filed 03/31/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 790CIP, US 
Application Serial No. 09/649,167, filed August 23, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 790CIP3/PCT, PCT Serial No. PCI7US01/08631 filed March 
30, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

791_XXX = SEQ ID NO: XXX of Attorney Docket No. 791, US Serial No. 09/552,929 filed 04/18/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 791CIP, US 
Application Serial No. 09/770,160, filed January 26, 2001, which in turn is a parent application of 
continuation-in-part application bearing Attorney Docket No. 791CtP3/PCT, PCT Serial No. PCI7US01/8656 
filed Aprill8, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

792_XXX - SEQ ID NO: XXX of Attorney Docket No. 792, US Serial No. 09/577,408 filed 05/18/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing 792CIP3/PCT, PCT Serial No. 
PCT/US01/14827 filed May 16, 2001, which is incorporated herein by reference in its entirety, including 
Tables, and Sequence Listing. 
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WHAT IS CLAIMED IS: 

1 . An isolated polynucleotide comprising a nucleotide sequence selected from the group 
consisting of SEQ ID NO: 1-684. 

2. An isolated polynucleotide encoding a polypeptide with biological activity, wherein 
said polynucleotide hybridizes to the polynucleotide of claim 1 under stringent hybridization 
conditions. 

3. An isolated polynucleotide encoding a polypeptide with biological activity, wherein 
said polynucleotide has greater than about 99% sequence identity with the polynucleotide of 
claim 1. 

4. The polynucleotide of claim 1 wherein said polynucleotide is DNA. 

5. An isolated polynucleotide of claim 1 wherein said polynucleotide comprises the 
complementary sequences. 

6. A vector comprising the polynucleotide of claim 1 . 

7. An expression vector comprising the polynucleotide of claim 1 . 

8. A host cell genetically engineered to comprise the polynucleotide of claim 1 . 

9. A host cell genetically engineered to comprise the polynucleotide of claim 1 
operatively associated with a regulatory sequence that modulates expression of the 
polynucleotide in the host cell. 

10. An isolated polypeptide, wherein the polypeptide is selected from the group consisting 
of: 

(a) a polypeptide encoded by any one of the polynucleotides of claim 1 ; 
and 

(b) a polypeptide encoded by a polynucleotide hybridizing under 
stringent conditions with any one of SEQ ID NO: 1-684. 
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11. A composition comprising the polypeptide of claim 10 and a carrier. 

12. An antibody directed against the polypeptide of claim 1 0. 

13. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polynucleotide of claim 1 for a period sufficient to form the complex; and 

b) detecting the complex, so that if a complex is detected, the 
polynucleotide of claim 1 is detected. 

14. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample under stringent hybridization conditions with 
nucleic acid primers that anneal to the polynucleotide of claim 1 under such conditions; 

b) amplifying a product comprising at least a portion of the 
polynucleotide of claim 1; and 

c) detecting said product and thereby the polynucleotide of claim 1 in the 

sample. 

15. The method of claim 14, wherein the polynucleotide is an RNA molecule and the 
method further comprises reverse transcribing an annealed RNA molecule into a cDNA 
polynucleotide. 

16. A method for detecting the polypeptide of claim 10 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polypeptide under conditions and for a period sufficient to form die 
complex; and 

b) detecting formation of the complex, so that if a complex formation is 
detected, the polypeptide of claim 10 is detected. 

17. A method for identifying a compound that binds to the polypeptide of claim 10, 
comprising: 
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a) contacting the compound with the polypeptide of claim 10 under 
conditions sufficient to form a polypeptide/compound complex; and 

b) detecting the complex, so that if the polypeptide/compound complex 
is detected, a compound that binds to the polypeptide of claim 10 is identified. 

18. A method for identifying a compound that binds to the polypeptide of claim 10, 
comprising: 

a) contacting the compound with the polypeptide of claim 10, in a cell, 
under conditions sufficient to form a polypeptide/compound complex, wherein the complex 
drives expression of a reporter gene sequence in the cell; and 

b) detecting the complex by detecting reporter gene sequence expression, 
so that if the polypeptide/compound complex is detected, a compound that binds to the 
polypeptide of claim 10 is identified. 

19. A method of producing the polypeptide of claim 1 0, comprising, 

a) culturing a host cell comprising a polynucleotide sequence selected 
from the group consisting of any of the polynucleotides from SEQ ID NO: 1-684, under 
conditions sufficient to express the polypeptide in said cell; and 

b) isolating the polypeptide from the cell culture or cells of step (a). 

20. An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of any one of the polypeptides SEQ ID NO: 685-1368. 

21. The polypeptide of claim 20 wherein the polypeptide is provided on a polypeptide 
array. 

22. A collection of polynucleotides, wherein the collection comprising of at least one of 
SEQ ID NO: 1-684. 

23. The collection of claim 22, wherein the collection is provided on a nucleic acid array. 

24. The collection of claim 23, wherein the array detects full-matches to any one of the 
polynucleotides in the collection. 
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25. The collection of claim 23, wherein the array detects mismatches to any one of the 
polynucleotides in the collection. 

26. The collection of claim 22, wherein the collection is provided in a computer-readable 
format 
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Box I Observations where certain claims were found unsearchable (Continuation of Item 1 of first sheet) 



This international report has not been established in respect of certain claims under Article 17(2)(a) far the following reasons: 

1. EZ1 OaimNos.: 

because they relate to subject matter not required to be searched by this Authority, namely: 



2. OaunNos.: 

because they relate to parts of the international application that do not comply with, the prescribed requirements to 
such an extent that no meaningful international search can be carried out, specifically: 



3. OaimNos.: 

because they are dependent claims and are not drafted in accordance with the second and third sentences of Rule 
6.4(a). " 

Box II Observations where unity of invention is lacking (Continuation of Item 2 of first sheet) 



Hus International Searching Authority found multiple inventions in this international application, as follows: 
Please See Continuation Sheet 



1. J J As all required additional search fees were timely paid by me applicant, this international search report covers all 

searchable claims. 

2. 1 1 As all searchable claims could be searched without effort justifying an additional fee, this Authority did not invite 

payment of any additional fee. 

3. | 1 As only some of the required additional search fees were timely paid by the applicant, this international search 

report covers only those chums for which fees were paid, specifically claims Nos. : 



No required additional search fees were timely paid by the applicant Consequently, this international search report 
is restricted to the mventian first mentioned in the claims; it is covered by claims Nos.: 1-9, 13-15, 19, and 22-26 as 
they pertain to SEQ ID NO: 1. 



Remark on Protest 



The »<lf«rimin1 search fees were accompanied by the applicant's protest 
No protest accompanied the payment of additional search fees. 
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BOX H. OBSERVATIONS WHERE UNITY OF INVENTION IS LACKING 

This application contains the following inventions or groups of inventions which are not so linked as to form a single general 
inventive concept under PCT Rule 13.1. In order for all inventions to be examined, the appropriate additional examination fees must 
be paid. 

Group I, clairn(s) 1-9, 13-15, 19, and 22-26, drawn to polynucleotides, vectors, transformed host cells, nucleic acid molecular 
hybridization assays, amplification assays, and methods for producing polypeptides. 

Group II, daim(s) 10, 11, 16-18, 20, and 21, drawn to polypeptides, compositions containing polypeptides, and polypeptide binding 
assays. 

Group HI, claim(s) 12, drawn to antibodies. 

The inventions listed as Groups I-HI do not relate to a single general inventive concept under PCT Rule 13. 1 because, under PCT 
Rule 13.2, they lack the same or corresponding special technical features for the following reasons: The polynucleotides, vectors, 
transformed host cells , nucleic acid molecular hybridization assays, amplification assays, and methods for producing polypeptides of 
Group 1 all have the special technical features of the properties of SEQ ID NOs: 1-684, which are not shared by either one of Groups 
II or m. Group II is directed to polypeptides, compositions containing polypeptides, and polypeptide binding assays that all have the 
special technical features of the polypeptides encoded by SEQ ID NOs: 1-684 (which, are presumable the polypeptides of SEQ ID 
NOs: 685-1368), which are not shared by Groups I or HI. Since each of the three Groups mentions or requires the use of 684 
separate and unrelated nucleic acids and/or polypeptides, the total number of inventions for claims 1-21 contained in Groups I-H is 
684x3 = 2052. 



Each of the Groups mftntinng or requires or requires the use of a large number (684) of separate and unrelated nucleic acid and/ox 
polypeptides. No matter which p^tin™! Group(s) applicant elects, applicant is further required to select for search one SEQ ID NO 
within me Group(s) for search. In any event, the first mentioned SEQ ID NO in Group I will be searched. Any additional SEQ ID 
NO to be searched requires one additional search fee per SEQ ID NO. In the absence of payment of additional search fee(s) only die 
first mentioned SEQ ID NO in Group I will be searched. Should applicant pay fee(s) for additional Groups to be searched, the first 
mentioned SEQ ID NO within the selected Group will be searched unless applicant directs otherwise. 



Claims 22-26 are drawn to combinations of potynucleotides. The simplest "combination 0 recited and the first "combination" recited 
requires only SEQ ID NO: 1, and so that is the combination that will be searched. For any additional combination to be searched, 
applicant is required to name that combination A total of over 2.44 x ltf 204 combinations mat contain 342 different SEQ ID NOs 
exists. There are additional combinations of frorn 2 to 241 sequences and from 139 to 684 sequences, the cumber of which will not 
be calculated for purposes of this commnnicaticHL Applicant is required to pay one additional search fee for each additional 
combination to be searched. The figures on page 1, part 2 of mis communication are not accurate because the limits of field size in 
the fozmrcompleting program are exceeded by the actual number of inventions claimed. 
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